5 '-most EST 



LIB3156-010-Q1-K1-E6 



Seq. No. 
Contig ID 
5 '-most EST 



271352 

32541_1,R1011 
LIB3156-010-Q1-K1-F1 



Seq. No. 
Contig ID 
5 '-most EST 



271353 

32543_1.R1011 
xmt700260942.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271354 

32550_1.R1011 
bdu700383064.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271355 

32553_1.R1011 
vux700158310.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



271356 

32553_2.R1011 

ntr700071665.hl 

BLASTX 

g4191788 

303 

2.0e-27 

133 

44 

(AC005917) putative 1-aminocyclopropane-l-carboxylate 
oxidase [Arabidopsis thaliana] 

271357 

32553_3.R1011 
uC-zmflb73359h06a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271358 

32567_2.R1011 

xjt700092723.hl 

BLASTX 

g4185139 

884 

4.0e-95 

250 

61 

(AC005724) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271359 

32576^1. RlOll 

uC-zmroteosinte012gl0bl 

BLASTX 

g3292832 

167 

2.0e-ll 

77 

53 

(AL031018) putative protein [Arabidopsis thaliana] 



37794 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271360 

32578_1.R1011 

uC-zmflb73161e07b2 

BLASTX 

g4580513 

1011 

l.Oe-110 

290 

66 

(AF036300) scarecrow-like 



1 [Arabidopsis thaliana] 



271361 

32582_1.R1011 

LIB3067-045-Q1-K1-F1 

BLASTX 

g2352492 

885 

3.0e-95 

358 

52 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



O t: • L\ vj . 


271362 


uonLig lU 




O luOSL. HjOI 


t_-c:Ll / \j \J ^ ^ yJ ^ -? . iiX 


Seq. No. 


271363 


Contig ID 


32589 l.RlOll 


5 '-most EST 


LIB3062-039-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3395427 


BLAST score 


148 


E value 


7.0e-09 


Match length 


48 


% identity 


52 


NCBI Description 


(AC004683) unknown prote 


Seq. No. 


271364 


Contig ID 


32589 2.R1011 


5 '-most EST 


uer700576710.hl 


Method 


BLASTX 


NCBI GI 


g3395427 


BLAST score 


158 


E value 


2.0e-10 


Match length 


54 


% identity 


56 


NCBI Description 


(AC004683) unknown prote 


Seq. No. 


271365 


Contig ID 


32604 l.RlOll 


5 '-most EST 


xsy700213061.hl 


Seq. No. 


271366 


Contig ID 


32606 l.RlOll 


5 '-most EST 


LIB3137-030-Q1-K1-D4 



37795 



Seq. No. 


271367 




Contig ID 


32606 2.R1011 




5 '-most EST 


LIB3156-011-Q1- 


K1-F12 


Seq. No. 


271368 




Contig ID 


32609 l.RlOll 




5 '-most EST 


pmx700091661.hl 




Method 


BLASTX 




NCBI GI 


gl845195 




BLAST score 


217 




E value 


5.0e-17 




Match length 


78 




% identity 


50 




NCBI Description 


{Y08297) HMGcl 


[Zea mays 


Seq. No. 


271369 




Contig ID 


32609 2.R1011 




5 '-most EST 


LIB3156-011-Q1- 


K1-F4 


Seq. No. 


271370 




Contig ID 


32616 l.RlOll 




5 '-most EST 


LIB3156-011-Q1- 


Kl-HlO 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271371 

32628_1.R1011 

xyt700344434.hl 

BLASTX 

g3885340 

473 

6.0e-70 

249 
59 

(AC005623) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271372 

32629_1.R1011 

nbm700471001.hl 

BLASTX 

gl353239 

863 

8.0e-93 

264 

61 

{U10245) putative RNA helicase A [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271373 

32630_1.R1011 

cyk700050676.fl 

BLASTX 

g4164408 

277 

l.Oe-24 

96 

49 

(AJ132228) amino acid carrier [Ricinus communis] 



37796 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271374 

32637_1.R1011 

fC-zmstl700336546fl 

BLASTX 

g478809 

308 

7.0e-28 

152 

44 

protein kinase 6 (EC 2.7.1.-) - soybean >gi_170047 (M67449) 

protein kinase [Glycine max] >gi_4 4478 9_prf 1908223A 

protein kinase [Glycine max] 



Seq, No. 


271375 


Contig ID 


32639 l.RlOll 


5 '-most EST 


LIB3156-012-Q1-K1-B7 


Seq. No. 


271376 


Contig ID 


32646 l.RlOll 


5 '-most EST 


VUX700160107 .hi 


Seq. No. 


271377 


Contig ID 


32657 l.RlOll 


5 '-most EST 


uC-zmflb73122h09b2 


Method 


BLASTX 


NCBI GI 


g3695059 


BLAST score 


454 


E value 


9.0e-45 


Match length 


157 


% identity 


59 


NCBI Description 


(AF064787) rac GTPase a 




j aponicus ] 


Seq. No. 


271378 


Contig ID 


32660 l.RlOll 


5 '-most EST 


wen700336295.hl 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


583 


E value 


8.0e-60 


Match length 


218 


% identity 


56 


NCBI Description 


(AC004138) unknown prot 


Seq. No. 


271379 


Contig ID 


32660 2.R1011 


5 '-most EST 


uC-zmflb73028a02bl 


Seq. No. 


271380 


Contig ID 


32660 3.R1011 


5 '-most EST 


uC-zmflb73028a07al 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


184 


E value 


l.Oe-13 


Match length 


86 


% identity 


52 



1 [Lotus 



37797 



NCBI Description 



(AC004138) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271381 

32661_2.R1011 

uC-zmroteosinte031c04bl 

BLASTX 

g2109293 

824 

l.Oe-101 

265 
71 

{U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271382 

32666_1.R1011 

qmh700028758.fl 

BLASTX 

g2735841 

198 

2.0e-14 

212 
27 

{AF010283) No definition line found [Sorghum bicolor] 



Seq. No. 
Contig ID 
5 '-most EST 



271383 

32666_2.R1011 
LIB3059-048-Q1-K1-A10 



Seq. No. 

Contig ID 
5 '-most EST 



271384 

32667_2.R1011 
LIB3156-012-Q1-K1-E2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271385 

32679_1.R1011 

LIB3069-030-Q1-K1-C2 

BLASTX 

gl848225 

281 

l.Oe-24 

62 
76 

(U88090) 
vulgare] 



nonspecific lipid transfer protein [Hordeum 



Seq. No. 
Contig ID 
5 '-most EST 



271386 

32680_1.R1011 
uC-zmf Imol7335e03al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



271387 

32685_1.R1011 

pmx700087726.hl 

BLASTX 

g3445208 

445 

5.0e-44 
113 



37798 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



76 

(AC004786) putative amino-acid acetyltransf erase 
[Arabidopsis thaliana] 

271388 

32689_1.R1011 
wyr700241392.hl 

271389 

32691_1.R1011 
nbm700476066.hl 

271390 

32692_1.R1011 
LIB3156-012-Q1-K1-G6 

271391 

32698_1.R1011 

cyk700051738.fl 

BLASTX 

g4325339 

823 

5.0e-88 

255 

59 

(AF128392) No definition line found [Arabidopsis thaliana] 
271392 

32707_1.R1011 

uC-zmflb73166b07b2 

BLASTX 

g4503511 

159 

2.0e-10 

111 

34 

UNKNOWN >gi_32648 61 {U97 670) eukaryotic translation 
initiation factor eIF3, p35 subunit [Homo sapiens] 

271393 

32708_1.R1011 

2uv700354350.hl 

BLASTX 

gll74870 

243 

2.0e-20 

62 

73 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8 . 0 KD PROTEIN 
>gi_633685_emb_CAA55861_ {X79274) ubiquinol--cytochrome c 
reductase [Solanum tuberosum] 

271394 

32708_2.R1011 
hvj700620311.hl 



Seq. No. 



271395 



37799 



Contig ID 
5 '-most EST 



32711_1.R1011 
LIB3156-013-Q1-K1-A4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271396 

32712_1.R1011 

uC-zmrob73077a03bl 

BLASTX 

gl762945 

401 

l.Oe-38 
143 
52 

(U66269) 
tabacum] 



ORF; able to induce HR-like lesions [Nicotiana 



Seq. No. 

Contig ID 
5 '-most EST 



271397 

32721_1.R1011 
uC-zmflb73040h06bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



271398 

32721_3.R1011 
uC-zmflmol7061gllbl 

271399 

32721_5.R1011 
pmx700090703.hl 

271400 

32728_1.R1011 

xyt700345438.hl 

BLASTX 

g2129552 

1070 

l.Oe-117 

267 

75 

calcium-dependent protein kinase 19 
( fragment ) 

271401 

32739_1.R1011 
uC-zmflb73038fl2bl 



Arabidopsis thaliana 



Seq. No. 
Contig ID 
5 '-most EST 



271402 

32739_2.R1011 
uC-zmroteosinte016a09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271403 

32743_1.R1011 

LIB3062-044-Q1-K1-C11 

BLASTX 

g3953478 

440 

2.0e-43 

203 
48 

(AC002328) F2202.23 [Arabidopsis thaliana] 



37800 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



271404 

32747_1.R1011 

LIB3156-013-Q1-K1-E3 

BLASTX 

g2982434 

291 

7.0e-26 

145 

47 

(AL022224) putative protein [Arabidopsis thaliana] 
271405 

32751_1.R1011 
uC-zmromol7080b04al 



Seq. No. 

Contig ID 
5 '-most EST 



271406 

32756__1.R1011 
uC-zmflmol7189g05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271407 

32764^1. RlOll 

LIB3156-013-Q1-K1-G9 

BLASTN 

g5091496 

99 

4.0e-48 

202 
92 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

271408 

32770_1.R1011 

LIB83-011-Q1-E1-D5 

BLASTX 

g2832642 

638 

l.Oe-66 

170 
70 

(AL021710) putative protein [Arabidopsis thaliana] 
271409 

32776^1. RlOll 

ymt700223604.hl 

BLASTX 

g2499851 

143 

8.0e-09 

59 
46 

PROTEASE II (OLIGOPEPTIDASE B) >gi_108 4 058_pir JC41B5 

proteinase II (EC 3.4.21.-) - Moraxella lacunata 
>gi__551625_dbj_BAA07 4 60_ (D38405) protease II [Moraxella 
lacunata] 



37801 



Seq. No. 


271410 


Contig ID 


32777 l.RlOll 


5 '-most EST 


LIB315 6-014 -Q1-K1-A2 




BLASTX 


NCBI GI 


g3643610 


BLAST score 


417 


E vBlue 


9. Oe-41 


Match length 


93 


% identity 


84 


NCBI Description 


(AC005395) putative serine/threonine prote; 




[Arabidopsis thaliana] 


Seq. No. 


271411 


Contig ID 


32778 l.RlOll 


5 ' -most EST 


mwy700441404 .hi 


Seq. No. 


271412 


Contig ID 


32779 l.RlOll 


5 '-most EST 


LIB3156-014-Q1-K1-A4 


Sea No. 


271413 


Contia ID 


32780 l.RlOll 


R I -mo'^t EST 


act70Tl67240.hl 


Method 


BLASTX 


NCBI GI 


g2921304 


SD±jri.tD 1. o J- c 


318 


Hi V d X Lit; 


4 . Oe-29 


Match length 


106 


% identity 


60 


NCBI Description 


(AF0334 96) herbicide safener binding prote. 


Sea No 


271414 


Pont 1 a TD 


32780 3.R1011 


5 '-most EST 


wyr700244301.hl 


O ^ ^ • 1 V w • 


271415 


Contig ID 


32782 l.RlOll 


5 '-most EST 


LIB3156-014-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


367 


E value 


4 . Oe-35 


Matah 1 enath 


124 


^ 1 dent it v 


61 


NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana 


Sea No 


271416 


Contig ID 


32784 l.RlOll 


Ri_rnoqt EST 


LIB315^6-014-Ol-Kl-E10 


Mp-h "h nd 


BLASTX 


NCBI GI 


g2462749 


BLAST score 


225 


E value 


2,0e-18 


Match length 


88 


% identity 


60 


NCBI Description 


(AC002292) Putative Serine/Threonine prote 




[Arabidopsis thaliana] 



37802 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271417 

32784_2.R1011 
dyk700105324.hl 

271418 

32790_1.R1011 
LIB3156-014-Q1-K1-B6 

271419 

32795_1.R1011 

LIB3137-018-Q1-K1-F11 

BLASTX 

gll72754 

996 

l.Oe-108 

252 

79 

PHOSPHORIBOSYLFORMYLGLYCINAMIDINE CYCLO-LIGASE PRECURSOR 
(AIRS) (PHOSPHORIBOSYL-AMINOIMIDAZGLE SYNTHETASE) (AIR 
SYNTHASE) >gi__541885_pir JQ2256 

phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1) 

precursor - Arabidopsis thaliana >gi_289188 (L12457) 

5 ' -phosphoribosyl-5-aminoimidazole synthetase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271420 

32795_2.R1011 

uC-zmflmol7301c09bl 

BLASTX 

gl709925 

466 

2.0e-52 

156 

69 

PHOSPHORIBOSYLFORMYLGLYCINAMIDINE CYCLO-LIGASE PRECURSOR 
(AIRS) (PHOSPHORIBOSYL-AMINOIMIDAZGLE SYNTHETASE) (AIR 

SYNTHASE) >gi_945060 (U30895) aminoimidazole ribonucleotide 
(AIRS) synthetase [Vigna unguiculata] 

271421 

32798_1.R1011 

ntr700073365.hl 

BLASTX 

g2959767 

816 

2.0e-87 

222 
68 

(AJ002584) 
(AC005309) 



AtMRP4 [Arabidopsis thaliana] >gi__3738292 
glutathione-con jugate transporter AtMRP4 



Seq. No. 

Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
271422 

32804_1.R1011 
LIB3156-014-Q1-K1-D3 



37803 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271423 

32813_1,R1011 

xyt700343929.hl 

BLASTX 

g4220527 

896 

2.0e-96 

295 
57 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271424 

32813__3.R1011 

uC-zmflb73078b09b2 

BLASTX 

g4220527 

199 

3.0e-15 

82 
51 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271425 

32815_1.R1011 
LIB3156-014-Q1-K1-F1 



Seq. No. 

Contig ID 
5 '-most EST 



271426 

32815_2.R1011 
uC-zmflb73045f07a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271427 

32820_1.R1011 

uC-zmflmol7036h04al 

BLASTX 

g2827659 

169 

6.0e-12 

57 

63 

(AL021637) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271428 

32824__1.R1011 
uC-2mflb73244b06al 



Seq. No. 

Contig ID 
5 '-most EST 



271429 

32838_1.R1011 
LIB3156-015-Q1-K1-A12 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



271430 

32844_1.R1011 

LIB3156-015-Q1-K1-B1 

BLASTX 

gl652591 

167 

2.0e-ll 

109 



37804 



% identity 

NCBI Description 



43 

(D90906) chloroplast import-associated channel IAP75 
[Synechocystis sp. ] 



Seq. No. 
Contig ID 
5 '-most EST 



271431 

32851_1.R1011 
fC-zmle700433779al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271432 

32859_1.R1011 

uC-zmflmol7047b06al 

BLASTX 

g4559358 

266 

7.0e-23 

97 

52 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271433 

32859_2.R1011 

wyr700238048.hl 

BLASTX 

g4559358 

154 

7.0e-10 

54 

54 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271434 

32859_3.R1011 
LIB3067-005-Q1-K1-H10 



Seq, No. 

Contig ID 
5 '-most EST 



271435 

32859_4.R1011 
xmt700264449.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



271436 

32869_1.R1011 

nbm700473318.hl 

BLASTX 

g2829883 

167 

9.0e-ll 

325 
26 

(AC002396) Unknown protein [Arabidopsis thaliana] 
271437 

32869_2.R1011 
LIB3059-001-Q1-K2-F4 



Seq. No. 

Contig ID 



271438 

32869 3.R1011 



37805 



5 '-most EST 



uC-zmflb73177e09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271439 

32875_1.R1011 

uC-zmflmol7332hl0al 

BLASTX 

g4006872 

239 

4.0e-20 

72 
60 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



271440 

32884_1.R1011 
uC-zmflb73038d08bl 



Seq. No. 

Contig ID 
5 '-most EST 



271441 

32886_1.R1011 
LIB3156-015-Q1-K1-F4 



Seq. No. 

Contig ID 
5 '-most EST 



271442 

32889_1.R1011 
LIB3156-015-Q1-K1-F7 



Seq. No. 
Contig ID 
5 '-most EST 



271443 

32897_1.R1011 
LIB3156-015-Q1-K1-G5 



Seq. No. 
Contig ID 
5 '-most EST 



271444 

32908__1.R1011 
xsy700209286,hl 



Seq. No. 
Contig ID 
5 '-most EST 



271445 

32908_2.R1011 
LIB3279-011-P1-K1-E10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271446 

32913_1.R1011 

uC- zmf ImO 17084g09bl 

BLASTX 

g3157949 

208 

8.0e-16 

79 
44 

{AC002131) Similar to glucan endo-1, 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



271447 

32932_1.R1011 

LIB3066-052-Q1-K1-E3 

BLASTX 

g4455309 

403 



37806 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-39 

142 

57 

(AL035528) 



hypothetical protein [Arabidopsis thaliana] 



271448 

32937_1.R1011 

uC-zmflb73149f05bl 

BLASTX 

g3426042 

460 

l.Oe-45 

184 
52 

{AC005168) unknown protein [Arabidopsis thaliana] 
271449 

32949_1.R1011 

LIB3156-016-Q1-K1-D9 

BLASTX 

g2598461 

227 

l.Oe-18 

131 
35 

(Z98048) HIP (HSC70-INTERACTING PROTEIN (PROGESTERONE 
RECEPTOR-ASSOCIATED P48 PROTEIN) [Homo sapiens] >gi_4049268 
(U17714) putative tumor suppressor ST13 [Homo sapiens] 

271450 

32956_1.R1011 
LIB3156-016-Q1-K1-D8 

271451 

32958_1.R1011 

LIB3062-020-Q1-K1-E6 

BLASTX 

g98837 

181 

8.0e-13 

310 

25 

enantiomer-selective amidase - Rhodococcus sp >gi_152052 
(M74531) enantiomerase-selective amidase [Rhodococcus sp.] 

271452 

32958_2.R1011 
ymt700224195.hl 

271453 

32962_1.R1011 

wty700171365,hl 

BLASTX 

gl076315 

466 

2.0e-46 

138 



37807 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



62 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA60794_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

271454 

32962_2.R1011 

wty700172305,hl 

BLASTX 

gl076315 

148 

6.0e-10 

37 

62 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA607 93_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA607 94_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

271455 

32964_1.R1011 
LIB3279-057-P1-K1-G2 



Seq. No. 

Contig ID 
5 '-most EST 



271456 

32964_2.R1011 
LIB3156-016-Q1-K1-E5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271457 

32970_1.R1011 

LIB3156-016-Q1-K1-F10 

BLASTX 

g4510375 

369 

5.0e-35 

105 

69 

(AC007017) 
thaliana] 



putative homeotic protein BELl [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



271458 

32974_1.R1011 
clt700044871.fl 



Seq. No, 
Contig ID 
5 '-most EST 



271459 

32980__1.R1011 
cat700017155.rl 



Seq. No. 
Contig ID 
5 '-most EST 



271460 

32989_1.R1011 

uC- zmf lb7 3146h06a2 



Seq. No. 
Contig ID 
5 '-most EST 



271461 

32996_1.R1011 
xdb700339490.hl 



Seq. No. 



271462 



37808 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



32999_1.R1011 
LIB3067-030-Q1-K1-A12 

271463 

33005_1.R1011 

LIB143-050-Q1-E1-C4 

BLASTX 

g3955073 

889 

O.Oe+00 

387 

89 

{AJ223471) phytase [Zea mays] 
271464 

33005__2.R1011 

LIB14 3-001-Q1-E1-B6 

BLASTX 

g3955073 

292 

2.0e-26 

61 
100 

(AJ223471) phytase [Zea mays] 
271465 

33014_1.R1011 

LIB3156-017-Q1-K1-B7 

BLASTX 

g4585907 

186 

7.0e-14 

39 
85 

{AC006298) unknown protein [Arabidopsis thaliana] 
271466 

33017_1.R1011 

LIB3067-010-Q1-K1-G3 

BLASTX 

gl870203 

741 

l.Oe-78 

191 

77 

(Y11403) cytochrome p450 [Zea mays] 
271467 

33028_1.R1011 
LIB3069-053-Q1-K1-G3 



Seq, No, 
Contig ID 
5 '-most EST 



271468 

33031^1. RlOll 
rvt700550692.hl 



Seq. No, 

Contig ID 



271469 

33036 l.RlOll 



37809 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wyr700237408.hl 

BLASTX 

gl060971 

228 

3.0e-18 

166 

29 

(D26076) chloride channel [Oryctolagus cuniculus] 



Seq. No. 
Contig ID 
5 '-most EST 



271470 

33037_1.R1011 
LIB3069-033-Q1-K1-H8 



Seq. No. 
Contig ID 
5 '-most EST 



271471 

33041_1.R1011 
LIB3156-017-Q1-K1-F2 



Seq. No. 

Contig ID 
5 '-most EST 



271472 

33052_1,R1011 
LIB3156-017-Q1-K1-G1 



Seq. No. 

Contig ID 
5 '-most EST 



271473 

33058_1.R1011 
pmx700082995.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271474 

33058_2.R1011 
nwy700446876.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271475 

33060_1.R1011 

LIB3156-017-Q1-K1-G6 

BLASTX 

g2832625 

300 

5.0e-27 

74 

66 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271476 

33061_1.R1011 

nbm700468116.hl 

BLASTX 

g2494736 

148 

l.Oe-09 

49 

55 

GLUCOSE INHIBITED DIVISION PROTEIN A 

>gi_10015 95_dbj__BAA10223_ (D64000) glucose inhibited 
division protein A [Synechocystis sp.] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



271477 

33062_1.R1011 
LIB313 6-021-Q1-K1-A8 
BLASTX 



37810 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832643 
8 62 

2.0e-92 

350 
56 

(AL021710) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271478 

33073_1.R1011 
uC-zmflb73210e04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271479 

33081_1.R1011 

xmt700261935.hl 

BLASTX 

g3461814 

939 

l.Oe-101 

286 

62 

(AC004138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271480 

33081_2.R1011 

uC- zmrob7 302 3h0 9al 

BLASTN 

g497241 

67 

5.0e-29 

102 
91 

Zea mays W22 plasma-membrane H+ ATPase (Zmpmal) gene, exons 
4-11, partial cds 



Seq, No. 

Contig ID 
5 '-most EST 



271481 

33081_3.R1011 
uC-zmflb73049d09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271482 

33081_4.R1011 

uC-zmrob73054cllal 

BLASTX 

g3461814 

217 

2.0e-17 

61 

67 

(AC004138) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 ' -most EST 



271483 

33096_1.R1011 
tzu700201408.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



271484 

33104_2.R1011 
uC-zmflmol728 9a05bl 
BLASTX 



37811 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 » -most EST 



g3152613 
396 

7.0e-38 

299 

32 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
271485 

33114_1.R1011 
LIB3156-020-Q1-K1-B7 



Seq. No. 
Contig ID 
5 '-most EST 



271486 

33116_1.R1011 
LIB3156-020-Q1-K1-C10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271487 

33121_1.R1011 

uC-zmflb73130a03b2 

BLASTX 

g2832658 

281 

l.Oe-24 

120 

48 

(AL021710) putative protein [Arabidopsis thaliana] 
271488 

33123_1.R1011 

LIB3156-020-Q1-K1-D10 

BLASTX 

gl707898 

559 

3.0e-57 

223 
52 

GLUCOSAMINE — FRUCTOSE-6-PHOSPHATE AMINOTRANSFERASE 
(ISOMERIZING) (HEXOSEPHOSPHATE T^yi I NOT RAN SEE RASE) 
{D-FRUCTOSE-6-PHOSPHATE AMIDOTRANSFERASE) (GFAT) 

>gi__21177 67_pir JC6012 glutamine — fructose- 6-phosphate 

transaminase { isomerizing) (EC 2.6.1.16) - yeast (Candida 
albicans) >gi_142 9267_emb_CAA64380__ (X94753) 
glucosamine — fructose- 6-phosphate aminotransferase 
(isomerizing) [Candida albicans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271489 

33125_1.R1011 

uC-2mflmol7219bl0bl 

BLASTX 

g4507125 

248 

4.0e-21 

137 
42 

small nuclear ribonucleoprotein polypeptides B and Bl 
>gi 88613 pir S1Q594 snRNP protein B - human 
>gi_29410_emb_CAA33902_ (X15893) B/B' protein (AA 1-231) 
[Homo sapiens] 



37812 



Seq. No. 


271490 


Contig ID 


33129 l.RlOll 


5 '-most EST 


wyr700244127.hl 


Seq. No. 


271491 


Contig ID 


33139 l.RlOll 


5 '-most EST 


tzu700203936.hl 


Method 


BLASTX 


NCBI GI 


g2589162 


BLAST score 


2153 


E value 


O.Oe+00 


Match length 


496 


% identity 


84 


NCBI Description 


(DBS 4 51) aldehyde oxidase 


Seq. No. 


271492 


Contig ID 


33149 l.RlOll 


5 '-most EST 


LIB3061-053-Q1-K1-B1 


Seq. No. 


271493 


Contig ID 


33150 l.RlOll 


5 '-most EST 


LIB3156-020-Q1-K1-G9 


Seq, No. 


271494 


Contig ID 


33154 l.RlOll 


5 '-most EST 


LIB3156-021-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll70949 


BLAST score 


249 


E value 


5.0e-21 


Match length 


159 


% identity 


37 


NCBI Description 


SERINE/THREONINE-PROTEIN 




protein kinase - Arabidop 




protein kinase [Arabidops 


Seq. No. 


271495 


Contig ID 


33161_1.R1011 


5 '-most EST 


uC-zmroteosinte064f 12bl 


Seq. No. 


271496 


Contig ID 


33166 l.RlOll 


5 '-most EST 


LIB3156-021-Q1-K1-B11 


Seq. No. 


271497 


Contig ID 


33184 l.RlOll 


5 '-most EST 


LIB3156-021-Q1-K1-D10 


Seq. No. 


271498 


Contig ID 


33188 l.RlOll 


5 '-most EST 


uC-zmflmol7310a09bl 


Method 


BLASTX 


NCBI GI 


gll8484 " 


BLAST score 


337 


E value 


4.0e-31 


Match length 


168 



S38327 



37813 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 

DEHYDRIN DHNl {M3) {RAB-17 PROTEIN) >gi_100919_pir S08633 

RAB-17 protein - maize >gi_295856_emb_CAA34123_ (X15994) 
RAB-17 [Zea mays] 

271499 

33188_2.R1011 

uC-zmroteosinte059f 05bl 

BLASTX 

g82684 

295 

3.0e-26 

124 

51 

dehydrin 3 - maize >gi_18964_emb_CAA33364_ (X15290) 
dehydrin (AA 1-167) [Zea mays] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271500 

33188__3.R1011 

LIB143-024-Q1-E1-E11 

BLASTX 

g82684 

193 

l.Oe-14 

48 
75 

dehydrin 3 - maize >gi_18964_emb_CAA33364_ 
dehydrin (AA 1-167) [Zea mays] 



{X15290) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271501 

33191_1.R1011 

uC-zmflmol7054bl2bl 

BLASTX 

g3914801 

455 

5.0e-45 

180 

52 

DNA-DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE 
POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE 
SUBUNIT) >gi_2739048 (AF025424) RNA polymerase I 
subunit [Rattus norvegicus] 



(RNA 

I 127 KD 
127 kDa 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271502 

33197_1.R1011 

LIB3060-016-Q1-K1-H6 

BLASTX 

g4115379 

271 

8.0e-24 

95 

57 

{AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



271503 

33201 l.RlOll 



37814 



5 '-most EST 



LIB3153-005-Q1-K1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271504 

33203_1.R1011 

LIB3156-021-Q1-K1-F11 

BLASTX 

g3935165 

150 

3.0e-09 

82 
41 

(AC004557) F17L21.8 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271505 

33204_1,R1011 

wen700334040.hl 

BLASTX 

g4091080 

659 

6.0e-69 

219 

57 

(AF045571) nucleic acid binding protein [Oryza sativa] 
271506 

33204_2.R1011 

LIB3137-027-Q1-K1-D2 

BLASTX 

g4091117 

302 

6.0e-31 

89 

72 

(AF047428) nucleic acid binding protein [Oryza sativa] 



271507 
33204_4 
LIB3069 
BLASTX 
g331934 
201 

l.Oe-15 

38 
82 

(AF0774 
protein 



RlOll 
-034-Q1-K1-G9 



07) similar to Medicago sativa nucleic acid binding 
Alfin-1 (GB:L07291) [Arabidopsis thaliana] 



271508 

33205_1. RlOll 

LIB3156-021-Q1-K1-F2 

BLASTX 

gl016270 

316 

5.0e-29 

92 

72 

{U35123) p-glycoprotein [Urechis caupo] 



37815 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271509 

33206_1.R1011 

LIB3156-021-Q1-K1-F3 

BLASTX 

g3080400 

323 

2.0e-30 

111 

65 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455264_emb_CAB36800.1_ [AL035527) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271510 

33208_1.R1011 

nbm700468560.hl 

BLASTX 

g3549670 

920 

l.Oe-139 

305 

79 

(AL031394) putative protein [Arabidopsis thaliana] 



271511 

33212_1.R1011 

wyr700237430.hl 

BLASTX 

g4584255 

838 

7.0e-90 

152 

95 

(Y18471) SINAlp 



[Vitis vinifera] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271512 

33212_2.R1011 

uC-zmflb73003d04bl 

BLASTX 

g4584255 

1065 

l.Oe-118 

226 

88 

(Y18471) SINAlp [Vitis vinifera] 
271513 

33212_3.R1011 

uC-zmflb7 3239a02al 

BLASTX 

g3264611 

216 

2.0e-17 

44 

95 

(AF061511) seven in absentia homolog [Zea mays] 



37816 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



271514 

33213__1.R1011 
pmx700083637.hl 

271515 

33219_1.R1011 

LIB3156-021-Q1-K1-G6 

BLASTX 

g2245020 

251 

5.0e-21 

156 

37 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
271516 

33235^1. RlOll 

nbm700466091.hl 

BLASTX 

g2708744 

543 

2.0e-55 

207 
50 

(AC003952) putative Bop-like zinc finger protein 
[Arabidopsis thaliana] 

271517 

33236_1.R1011 
nwy700445756.hl 

271518 

33239_1.R1011 

uC- zmf 1B7 3 1 1 1 c 0 3b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



271519 

33242_1.R1011 

tzu700204661.hl 

BLASTX 

gl848225 

253 

l,0e-21 

62 

71 

(U88090) nonspecific lipid transfer protein [Hordeum 
vulgare] 

271520 

33248_1.R1011 
LIB3157-002-Q1-K1-D9 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



271521 

33250^1. RlOll 
pmx700085701.hl 
BLASTX 
g417587 



37817 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



362 

4.0e-34 

163 
47 

DNA REPAIR PROTEIN RAD5 >gi__21312 33_pir S64859 DNA repair 

protein RAD5 - yeast (Saccharomyces cerevisiae) >gi__172347 

(M96644) RAD5 protein [Saccharomyces cerevisiae] 
>gi_1360348_emb_CAA97556_ (Z73204) ORF YLR032w 

[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271522 

33254_1.R1011 

uC-zmflb73182al0al 

BLASTN 

g22204 

146 

2.0e-76 

206 
93 

Maize Bz-McC gene for UDPglucose flavonoid 
glycosyl-transf erase 

271523 

33254_2.R1011 

nbm700473265,hl 

BLASTX 

gl362152 

603 

2.0e-62 

151 

74 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 
>gi_871986_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 

271524 

33254_4.R1011 

xyt700344238.hl 

BLASTN 

g22204 

100 

4 .Oe-49 

164 
90 

Maize Bz-McC gene for UDPglucose flavonoid 
glycosyl-transf erase 



Seq. No. 
Contig ID 
5 '-most EST 



271525 

33257_1.R1011 
vux700161573.hl 



Seq. No. 

Contig ID 
5 '-most EST 



271526 

33259_1.R1011 
LIB3157-002-Q1-K1-A7 



Seq. No. 

Contig ID 



271527 

33261 l.RlOll 



37818 



5^ -most EST 
Method 
NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xyt700346760.hl 

BLASTX 

g542200 

550 

4.0e-56 

206 
50 

hypothetical protein - garden asparagus 
>gi_452714_eirib_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271528 

33261_2.R1011 

uwc700150621.hl 

BLASTX 

g542200 

330 

l,0e-30 

108 

54 

hypothetical protein - garden asparagus 
>gi__452714_emb__C7\A54526_ (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271529 

33264__1.R1011 

LIB3157-001-Q1-K1-F12 

BLASTX 

g2341045 

152 

7.0e-10 

70 
44 

(AC000104) F19P19.16 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



271530 

33270_1.R1011 
LIB3059-005-Q1-K1-H9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271531 

33275_1.R1011 

LIB3067-029-Q1-K1-DC 

BLASTN 

g312178 

60 

8.0e-25 

111 

53 

2 .mays GapC2 gene 



Seq. No. 
Contig ID 
5 '-most EST 



271532 

33277_1.R1011 
uer700583213.hl 



Seq. No. 

Contig ID 
5 '-most EST 



271533 

33278_1.R1011 
cyk700048191.fl 



37819 



Seq. No, 

Contig ID 
5 '-most EST 



271534 

33278_2.R1011 
LIB3066-024-Q1-K1-F1 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271535 

33292^1. RlOll 
LIB3157-003-Q1-K1-B6 

271536 

33298_1.R1011 

uer700581210.hl 

BLASTX 

g2286123 

185 

l.Oe-13 

60 

58 

(U95607) testis specific DNAj-homolog [Mus musculus] 
271537 

33306__1.R1011 

tzu700202835.hl 

BLASTX 

g2281085 

494 

l.Oe-49 

166 
56 

{AC002333) CTRl protein kinase isolog [Arabidopsis 
thaliana] 

271538 

33314_1.R1011 
LIB3157-003-Q1-K1-F7 

271539 

33316_1.R1011 

hvj700620693.hl 

BLASTX 

g4510428 

284 

3.0e-25 

88 
64 

(AC006929) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271540 

33318_1.R1011 
LIB3157-003-Q1-K1-G8 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



271541 

33319_1.R1011 

LIB143-022-Q1-E1-C7 

BLASTX 

g3367596 



37820 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



943 

l.Oe-102 

421 

49 

(AL031135) putative protein [Arabidopsis thaliana] 
271542 

33319_3.R1011 

uC-zmflb73062hl2bl 

BLASTX 

g3367596 

397 

l.Oe-61 

188 
60 

(AL031135) putative protein [Arabidopsis thaliana] 
271543 

33321_1.R1011 

hbs701180880.hl 

BLASTX 

g4580525 

222 

4.0e-18 

78 

50 

(AF036306) scarecrow-like 9 [Arabidopsis thaliana] 
271544 

33336_1.R1011 
yne700379575.hl 

271545 

33350_1.R1011 
uC-zmflmol7023e05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271546 

33354__1.R1011 

LIB3157-004-Q1-K1-E10 

BLASTX 

g2809246 

570 

8.0e-59 

158 

65 

(AC002560) F2401.15 [Arabidopsis thaliana] 
271547 

33357_2.R1011 

LIB3180-022-P2-M1-C10 

BLASTX 

g2500543 

279 

l.Oe-27 

154 

43 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 



37821 



Seq. No. 
Contig ID 
5 '-most EST 



HELICASE EEED8.5 >gi_733602 (U23484) similar to S. 
cerevisiae pre-mRNA splicing factor RNA helicase PRP22 
(SP:PR22_YEAST, P24384) and other DEAH subfamily members of 
the DEAD box family helicases [Caenorhabditis elegans] 

271548 

33368_1.R1011 
uC-zmflmol7334h08al 



Seq. No. 
Contig ID 
5 '-most EST 



271549 

33376__1.R1011 
LIB3157-004-Q1-K1-H4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271550 

33400_1.R1011 

wty700169578.hl 

BLASTX 

g3128212 

176 

2.0e-12 

48 
69 

{AC004077) putative HMG protein [Arabidopsis thaliana] 
>gi_3337373 (AC004481) putative HMG protein [Arabidopsis 
thaliana] 

271551 

33400_2.R1011 

uC-zmflmol7067f08bl 

BLASTX 

g729737 

214 

7.0e-17 

74 

51 

HMG1/2-LIKE PROTEIN >gi_541981_pir S39556 HMG protein - 

fava bean 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



271552 

33412_1,R1011 

mwy700440647.hl 

BLASTX 

g2435519 

1886 

0. Oe+00 

549 

68 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

271553 

33412_2.R1011 
LIB3067-060-Q1-K1-E12 



Seq. No. 

Contig ID 



271554 

33417 l.RlOll 



37822 



5 '-most EST 



LIB3157-005-Q1-K1-E3 



Seq. No. 
Contig ID 
5 '-most EST 



271555 

33426_2.R1011 
LIB3157-005-Q1-K1-F3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



271556 

33427_1.R1011 
wty700172527.hl 

271557 

33431_1.R1011 

uC-zmroteosinte070g05bl 

BLASTX 

g2213602 

262 

4.0e-22 

185 

43 

{AC000348) T7N9.22 [Arabidopsis thaliana] 
271558 

33432_1.R1011 

uC-zmflb73014e03bl 

BLASTX 

g4336747 

286 

2.0e-25 

95 

60 

{AF104924) unconventional myosin heavy chain [Zea mays] 
271559 

33446_1.R1011 

uC-zmflmol7306gl0bl 

BLASTX 

g2160166 

524 

3.0e-79 

352 

50 

(AC000132) No definition line found [Arabidopsis thaliana] 
271560 

33449_1.R1011 
LIB3157-006-Q1-K1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271561 

33454_1.R1011 

hbs701185340.hl 

BLASTX 

gl00903 

393 

5.0e-38 

77 
51 

nucleic acid-binding protein 



maize >gi_168526 (M74566) 



37823 



nucleic acid-binding protein [Zea mays] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271562 

33454_2.R1011 

uC-zmrob7 3062allal 

BLASTN 

g22378 

258 

l.Oe-143 

274 
99 

Z.mays gene for nucleic acid binding protein 
271563 

33470_1.R1011 

nbm700476108.hl 

BLASTX 

g2443886 

159 

3,0e-10 

122 

34 

(AC002294) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271564 

33470_2.R1011 
kem700611717.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271565 

33483_1.R1011 
xmt700265419.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271566 

33494_1,R1011 

ceu700431150.hl 

BLASTX 

gl778095 

190 

4.0e-14 

58 
66 

(U64 903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 
Contig ID 
5 '-most EST 



271567 

33494_2.R1011 
hbs701185884,h2 



Seq, No. 
Contig ID 
5 '-most EST 



271568 

33495_1.R1011 
LIB3157-007-Q1-K1-F12 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



271569 

33499_1.R1011 

LIB3067-045-Q1-K1-F3 

BLASTN 



37824 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4140643 
55 

5.0e-22 

75 

95 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Contig ID 
5 '-most EST 



271570 

33501^1. RlOll 
uC-zmflb73276fl2al 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271571 

33504^1. RlOll 

ceu700424426.hl 

BLASTX 

g2388580 

332 

9,0e-31 

69 
80 

{AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271572 

33515_1.R1011 
uC-zmflb73216d04b2 



Seq. No, 
Contig ID 
5 '-most EST 



271573 

33515_2.R1011 
tfd700575766.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271574 

33526_1.R1011 

LIB3157-007-Q1-K1-B8 

BLASTX 

g2459442 

406 

2.0e-39 

142 

63 

(AC002332) putative DNA-binding protein PDl [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



271575 

33535_1.R1011 
uC-zmflb73125e07b2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



271576 

33536_1.R1011 
cjh700193818.hl 

271577 

33543_1.R1011 

LIB3117-003-Q1-K1-B6 

BLASTX 

g3687224 



37825 



BLAST score 


z bl 


E value 


2,0e-22 


Match length 


66 


% identity 


77 


NCBI Description 


(AC005169) putative N-acetyl-gamma-glutamyl -phosphate 




reductase [Arabidopsis thaliana] 


Seq. No. 


271578 


Contig ID 


33554 l.RlOll 


5 '-most EST 


LIB3068-009-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3702317 


BLAST score 


160 


E value 


1 ♦ ue— 1 u 


Match length 


38 


% identity 


84 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 




>gi 4ooyo/D go AADzJUob.i AOUUdozo 1 (ACUuoozo) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


271579 


Contig ID 


oooob l.KlUll 


5 '-most EST 


LIB3062-002-Q1-K2-D11 


Seq. No. 


271580 


Contig ID 


33556 3.R1011 


5 '-most EST 


uC-zmflmol7139gllbl 


Seq. No. 


271581 


Contig ID 


33569 l.RlOll 


5 '-most EST 


LIB3157-007-Q1-K1-H9 


Seq. No. 


271582 


Contig ID 


33573 l.RlOll 


5 '-most EST 


rvt700548931.hl 


Seq. No. 


271583 


Contig ID 


33573 2.R1011 


5 '-most EST 


LIB3062-031-Q1-K1-B10 


Seq. No. 


271584 


Contig ID 


33573 3.R1011 


5 '-most EST 


LIB3066-035-Q1-K1-B8 


Seq. No. 


271585 


Contig ID 


33573 4. RICH 


5 '-most EST 


uC-zmflb73339f07al 


Seq. No. 


271586 


Contig ID 


33573 5.R1011 


5 '-most EST 


wty700172820.hl 


Seq. No. 


271587 


Contig ID 


33576 l.RlOll 


5 '-most EST 


LIB3117-005-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3668091 



37826 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



269 

5.0e-23 

255 

7 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271588 

33576_2.R1011 
LIB84-005-Q1-E1-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271589 

33587_1.R1011 

mwy700439332.hl 

BLASTX 

g3402705 

254 

9.0e-22 

133 

47 

{AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271590 

33595_1.R1011 

uC-zmflmol734 0a02bl 

BLASTX 

g2911076 

212 

2.0e-28 

173 

42 

{AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



271591 

33597_1.R1011 
LIB3062-049-Q1-K1-E4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271592 

33601_1.R1011 

kem700612070.hl 

BLASTX 

g3023453 

169 

l.Oe-11 

76 
47 

CBBY PROTEIN >gi_1825471 
sphaeroides] 



{U67781) CbbY [Rhodobacter 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



271593 

33606_1.R1011 

LIB143-015-Q1-E1-E11 

BLASTX 

g400094 

263 

2.0e-22 

161 

37 



37827 



® 



NCBI Description 



23 KD JASMONATE-INDUCED PROTEIN >gi_28298 9_pir_ 
jasmonate-induced protein 1 - barley 



S22514 



Seq. No, 


271594 


Contig ID 


33606 2.R1011 


5 '-most EST 


dyk700103122.hl 


Method 


BLASTX 


NCBI GI 


gl561618 


BLAST score 


256 


E value 


7.0e-22 


Match length 


144 


% identity 


40 


NCBI Description 


(X98124) jasmonate-induced protein 


Seq. No. 


271595 


Contig ID 


33606 3.R1011 


5 '-most EST 


hvj700618859.hl 


Seq. No. 


271596 


Contig ID 


33608 l.RlOll 


5 '-most EST 


LIB3068-017-Q1-K1-G10 


Seq. No. 


271597 


Contig ID 


33613 l.RlOll 


5 '-most EST 


ceu70'0421855.hl 


Seq. No. , 


271598 


Contig ID 


33618 l.RlOll 


5 '-most EST 


LIB3 05 9-027 -Ql-Kl-AlO 




BLASTX 


NCBI GI 


g2961357 


BLAST score 


258 


E value 


3.0e-22 


Match length 


88 


% identity 


65 


NCBI Description 


(AL022140) putative protein [Arabi 


Seq. No. 


271599 


Contig ID 


33625 l.RlOll 


5 '-most EST 


LIB3157-009-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g729905 


BLAST score 


261 


E value 


4.0e-37 


Match length 


144 


% identity 


62 


NCBI Description 


PUTATIVE SERINE/THREONINE-PROTEIN 



>gi_320562_pir JC1385 protein kinase (EC 2.7.1.37) - 

Arabidopsis thaliana >gi_3035 00_dbj_BAA01716_ (D10910) 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271600 

33626_1.R1011 
uC-zmrob73054d03al 



Seq. No. 
Contig ID 



271601 

33634 l.RlOll 



37828 



5 '-most EST 



uC-zmflb73049dl2bl 



Seq, No. 
Contig ID 
5 '-most EST 



271602 

33634_2.R1011 
LIB3062-021-Q1-K1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



271603 

33634_3.R1011 

uC-zmflb73082f05a2 

BLASTX 

g4558462 

930 

l.Oe-100 

209 
47 

(AF07 94 04) cell cycle switch protein [Medicago sativa 
subsp. X varia] 

271604 

33634_4.R1011 
rvt700551883.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



271605 

33639_1.R1011 
LIB3157-009-Q1-K1-C12 

271606 

33641__1.R1011 
uC-zmflb73140f04bl 



Seq. No, 
Contig ID 
5 '-most EST 



271607 

33641_2.R1011 
LIB3157-009-Q1-K1-D12 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



271608 

33648_1.R1011 

uC-zmflmol7023f08bl 

BLASTX 

g4507229 

401 

l.Oe-38 

124 

60 

Succinic semialdehyde dehydrogenase 

>gi_37 66467_emb_CAA7207 6_ (Y11192) NAD+ dependent succinic 
semialdehyde dehydrogenase [Homo sapiens] 
>gi_4164 365_emb_CAA2024 8_ (AL031230) dJ73M23.2 
{NAD+-dependent succinic semialdehyde dehydrogenase (SSADH, 
EC 1.2.1.24)) [Homo sapiens] 

271609 

33648__2.R1011 

uC-zmflmol7375g02al 

BLASTX 

gl711534 

252 

l.Oe-21 



37829 



Match length 

% identity 

NCBI Description 



67 
69 

SUCCINATE SEMIALDEHYDE DEHYDROGENASE (NAD (+) -DEPENDENT 
SUCCINIC SEMIALDEHYDE DEHYDROGENASE) 

>gi_2136207_pir ^A55773 succinate-semialdehyde 

dehydrogenase (EC 1.2.1.24) - human (fragment) >gi_556221 
(L34820) succinate semialdehyde dehydrogenase [Homo 
sapiens] 



Seq. No. 


271610 


Contig ID 


33651 l.RlOll 


5 '-most EST 


xjt700094083.hl 


Method 


BLASTX 


NCBI GI 


g3004558 


BLAST score 


204 


E value 


2 . Oe-21 


Match length 


131 


% identity 


45 


NCBI Description 


(AC003673) peroxidase ATP22a 


Seq. No. 


271611 


Contig ID 


33663 l.RlOll 


5 '-most EST 


fC-zmTe700580159a2 


■Method 


BLASTX 


NCBI GI 


g2648032 


BLAST score 


1178 


E value 


l.Oe-129 


Match length 


337 


% identity 


65 


NCBI Description 


(AJ001374) alpha-glucosidase 


Seq. No. 


271612 


Contig ID 


33663 2.R1011 


5 '-most EST 


fdz701163331.hl 


Seq. No. 


271613 


Contig ID 


33698 l.RlOll 


5 '-most EST 


uC-zmroB73070c07bl 


Seq. No. 


271614 


Contig ID 


33702 l.RlOll 


5 '-most EST 


uC-zmflmol7217c08al 


Seq. No. 


271615 


Contig ID 


33703 l.RlOll 


5 '-most EST 


LIB3059-040-Q1-K1-H5 


Seq. No. 


271616 


Contig ID 


33705 l.RlOll 


5 '-most EST 


LIB3157-011-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3157949 


BLAST score 


223 


E value 


6.0e-18 


Match length 


67 


% identity 


58 


NCBI Description 


(AC002131) Similar to glucan 



-D-glucosidase 



37830 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 

271617 

33708_1.R1011 

uC-zmroteosinte027ellbl 

BLASTX 

g2511533 

1195 

l.Oe-131 
307 
80 

(AF008121) alpha-tubulin 



2 [Eleusine indica] 



271618 

33711_1.R1011 

gct701172482.hl 

BLASTX 

g2252631 

282 

6.0e-25 

68 

75 

{U95973) hypothetical protein [Arabidopsis thaliana] 
271619 

33713_1.R1011 

tfd70G573344.hl 

BLASTX 

g4544412 

162 

9.0e-ll 

66 
41 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
271620 

33720__1.R1011 

uC- zmrob7 3019a06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271621 

33728__1.R1011 

uC-zmflmol7290cl0al 

BLASTX 

g3135258 

159 

7.0e-ll 

76 

42 

(AC003058) salt inducible protein-like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271622 

33730_1.R1011 
uC-zmf lmol7153ellal 



Seq. No. 



271623 



37831 



Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



33731_1.R1011 
LIB3157-012-Q1-K1-B10 

271624 

33732_1.R1011 
ymt700222945.hl 

271625 

33732^3. RlOll 
xjt700092361.hl 

271626 

33733_1.R1011 

rvt700552644.hl 

BLASTX 

g461532 

633 

9.0e-66 

177 
64 

ADP-RIBOSYLATION FACTOR >gi_13 62500__pir D49993 

ADP-ribosylation factor - Ajellomyces capsulata >gi_4 07 693 
(L25117) ADP-ribosylation factor [Histoplasma capsulatiom] 

271627 

33741_1.R1011 
uC-zmflmol7 374hl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



271628 

33741_2.R1011 

uC-zmflb73151b08bl 

BLASTX 

g2444180 

159 

3.0e-10 

42 

64 

(U94785) unconventional myosin [Helianthus annuus] 
271629 

33741^3. RlOll 
uer700577110.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



271630 

33743_1.R1011 

uC- zmf lMol7 0 1 8g0 Ibl 

BLASTX 

g3367522 

460 

4.0e-74 

290 
51 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 

271631 

33743 2.R1011 



37832 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zinflmol7 331fl2al 

BLASTX 

g3367522 

1279 

l.Oe-141 
426 
58 

{AC004392; 
thaliana] 



EST gb_T04691 comes from this gene. [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271632 

33743_3.R1011 

uC-2mflmol7307h04bl 

BLASTX 

g3367522 

265 

5,0e-23 

96 

54 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271633 

33743^4. RlOll 

LIB327 9-050-P1-K1-E3 

BLASTX 

g2894569 

221 

6.0e-18 

130 
43 

(AL021890) putative protein [Arabidopsis thaliana] 



271634 

33743_5.R1011 

uC-zmroB73001f07bl 

BLASTX 

g3367522 

388 

2.0e-37 

123 

62 

(AC004392) EST gb_T04691 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



271635 

33747_1.R1011 
nwy700444426.hl 

271636 

33748_1.R1011 
LIB3157-012-Q1-K1-D1 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



271637 

33749_1.R1011 

LIB3136-012-Q1-K1-B2 

BLASTX 



37833 



# 



NCBI GI 


g2316016 


BLAST score 


265 


E value 


1. Oe-22 


Match length 


85 


% identity 


61 


NCBI Description 


(U92650) MRP-like ABC transporter [Arabidopsi 


Seq. No. 


271638 


Contig ID 


33750 l.RlOll 


5 '-most EST 


uC-zmflb7 3193g03al 


Seq. No, 


271639 


Pontia ID 


33750 2.R1011 


5 '-most EST 


uC-zmflmol7277g02al 


Seq. No. 


271640 


Contig ID 


33753 l.RlOll 


5 '-most EST 


gct701173895,hl 


Method 


BLASTX 


NCBI GI 


gl084461 


BLAST score 


365 


R value 


l.Oe-34 


Match length 


82 


% identity 


79 


NCBI Description 


RCc3 protein - rice >gi_786132 (L27208) RCc3 


Seq. No. 


271641 


Contig ID 


33755 l.RlOll 


5 '-most EST 


ceu700421969.hl 


Seq. No. 


271642 


Contig ID 


33757 l.RlOll 


5 '-most EST 


zuv700355680.hl 


Method 


BLASTX 


NCBI GI 


g861366 


BLAST score 


455 


E value 


3.0e-45 


Match length 


160 


% identity 


56 


NCBI Description 


(U28 991) coded for by C. elegans cDNA cm21c7 




[Caenorhabditis elegans] 


Seq. No. 


271643 


Contig ID 


33757 2,R1011 


5 ' -most EST 


fC-zmst70016437 7al 


Mpt hod 


BLASTX 


NCBI GI 


g2388956 


BLAST score 


178 


E value 


2.0e-18 


M;^1~ph lenath 


90 


% identity 


61 


NCBI Description 


(Z98979) ribulose-phosphate 3-epimerase 




[Schizosaccharomyces pombe] 


Seq. No. 


271644 


Contig ID 


33763 l.RlOll 


5 '-most EST 


LIB3061-030-Q1-K1-B11 



37834 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271645 

33767_1.R1011 
LIB3157-012-Q1-K1-G1 

271646 

33777_1.R1011 
LIB3062-036-Q1-K1-C2 

271647 

33782_1.R1011 

ntr700075078.hl 

BLASTX 

g4454464 

911 

3.0e-98 

269 

64 

(AC006234) unknown protein [Arabidopsis thaliana] 
271648 

33782_3,R1011 
uC-zmflb73018bllbl 

271649 

33782_4.R1011 

wty700166273.hl 

BLASTX 

g4454464 

500 

2.0e-50 

128 
77 

{AC006234) unknown protein [Arabidopsis thaliana] 



271650 

33782_5.R1011 

xsy700214218.hl 

BLASTX 

g4454464 

254 

9.0e-22 

63 

78 

(AC006234) unknown protein 
271651 

33782_6.R1011 

rvt700552815.hl 

BLASTX 

g4454464 

185 

7.0e-22 

87 

72 

{AC006234) unknown protein 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



37835 



Seq. No. 

Contig ID 
5 '-most EST 



271652 

33800_1.R1011 
uC-zmflmol7035e09al 



Seq. No. 

Contig ID 
5 '-most EST 



271653 

33805^1. RlOll 
uC-zmflmol7364h04al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



271654 

33817__1.R1011 

tfd700572908.hl 

BLASTN 

g22118 

52 

l.Oe-20 

68 

94 

Z.mays DNA for Adhl-Cm allele 
271655 

33818_1.R1011 

uer700578476,hl 

BLASTX 

g4314370 

943 

l.Oe-102 

317 

58 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
271656 

33818_3.R1011 

LIB3136-026-Q1-K1-D11 

BLASTX 

g4314370 

304 

l.Oe-27 

71 
77 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
271657 

33818_4,R1011 
yne700378522.hl 

271658 

33826_1,R1011 
qmh700027264.fl 

271659 

33826_2.R1011 
gct701177147.hl 

271660 

33828_1.R1011 
wyr700235266.hl 



37836 



Seq. No. 

Contig ID 
5 '-most EST 



271661 

33830_1.R1011 
LIB3157-014-Q1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



271662 

33838_1.R1011 
uC-zmflb73355d03al 

271663 

33846_1.R1011 

gct701179934.hl 

BLASTX 

g2285885 

500 

2.0e-50 

152 

58 

(D89631) sulfate transporter [Arabidopsis thaliana] 
271664 

33849_1.R1011 

ntr700076492.hl 

BLASTX 

gl705585 

2428 

O.Oe+00 

662 

95 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi 82710 pir JH0667 phosphoenolpyruvate carboxylase (EC 

4.lTl.31)"C3-form - maize >gi_42914 9_emb_CAA437 09_ (X614891 
phosphoenolpyruvate carboxylase [Zea mays] 

271665 

33850_1.R1011 

LIB3157-014-Q1-K1-E3 

BLASTX 

g3334112 

356 

8.0e-34 

83 
78 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1938236_emb_CAA70200_ 
{Y08996) acyl-CoA-binding protein [Ricinus communis] 

271666 

33853_1.R1011 
fdz701164342.hl 

271667 

33856_1.R1011 

uwc700155618.hl 

BLASTX 

g4314378 

374 

2.0e-35 
168 



37837 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 



(AC006232) putative lipase [Arabidopsis thaliana] 
271668 

33856_2.R1011 
LIB3157-014-Q1-K1-E9 



271669 

33856_3.R1011 

uC-zmflmol7 022d02bl 

BLASTX 

g2129636 

308 

5.0e-28 

173 

38 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



[U38916) lipase 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



271670 

33856_5.R1011 
uwc700153821.hl 

271671 

33866__1.R1011 

fwa700101367.hl 

BLASTX 

g2498864 

505 

l.Oe-58 

268 
47 

RRP5 PROTEIN HOMOLOG (KIAA0185) >gi_1136430_dbj_BAA11502_ 
(D80007) similar to hypothetical protein YM9959.11C of 
S.cerevisiae. [Homo sapiens] 

271672 

33870_1.R1011 

nbm700464837.hl 

BLASTX 

gl399038 

267 

l.Oe-22 

274 

30 

(U407 62) glycerophosphodiester phosphodiesterase [Borrelia 
hermsii] >gi_1513213 (U65980) 38 kDa lipoprotein Gpd 
[Borrelia hermsii] 

271673 

33870_3.R1011 
uC-zmflb73366e07al 

271674 

33871_1.R1011 

uC-zmroteosinte075g09bl 

BLASTX 



37838 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl931645 
519 

2.0e-52 
164 

63 

(U95973) Fe{II) transporter isolog [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



271675 

33874_1,R1011 
tfd700573356.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271676 

33879_1.R1011 
uC-zmroteosintel02g04b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271677 

33895_1,R1011 

wty700167006.hl 

BLASTX 

g3859944 

420 

5.0e-41 

123 
69 

{AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



271678 

33899_1,R1011 
LIB84-003-Q1-E1-H6 



Seq. No, 
Contig ID 
5 '-most EST 



271679 

33904_1.R1011 
uC-zmroteosinte027cllbl 



Seq. No. 
Contig ID 
5 '-most EST 



271680 

33910_1.R1011 
uC-2mflmol7317hl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271681 

33915_2.R1011 

tfd700572554.hl 

BLASTX 

g2589162 

460 

8.0e-46 

94 

99 

{D88451) aldehyde oxidase 



[Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



271682 

33920_1.R1011 
uer700581662.hl 



Seq. No. 

Contig ID 
5 '-most EST 



271683 

33921_1.R1011 
tfd700569210.h2 



37839 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



BLASTX 

g2505877 

241 

5.0e-20 

97 

49 

(Y12776) 



dehydrogenase [Arabidopsis thaliana] 



271684 

33925_1.R1011 

uC-zmflmol7166el2bl 

BLASTX 

g4314388 

470 

7.0e-47 

122 
70 

(AC006232) hypothetical protein [Arabidopsis thaliana] 



271685 

33925_2.R1011 

uC-zmflmol7166fl2bl 

BLASTX 

g4314388 

243 

3.0e-20 

111 

46 

(AC006232) hypothetical protein [Arabido;^ 
271686 

33932_1.R1011 
uC-zinflb73166b07al 



chaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271687 

33935_1.R1011 
fdz701165161.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



271688 

33936_1.R1011 
uC-zmflmol7267g05al 

271689 

33942__2.R1011 
pmx700083248.hl 

271690 

33943_1.R1011 
ntr700077411.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271691 

33947_1.R1011 
uC-zmflmol7292b07bl 



Seq. No. 
Contig ID 
5 '-most EST 



271692 

33952_^1.R1011 
xjt700095396,hl 



37840 



Method 


BLASTX 


NCBI GI 


g3880440 


BLAST score 


146 


E value 


6.0e-09 


Match length 


106 


% identity 


33 


NCBI Description 


(Z82062) cDNA EST yk415cl2.5 




[Caenorhabditis elegans] 


Seq. No. 


271693 


Contig ID 


33954_1.R1011 


5 '-most EST 


uC-zmf Ib73028c01al 


Method 


BLASTX 


NCBI GI 


g4584429 


BLAST score 


298 


E value 


5.0e-27 


Match length 


109 


% identity 


51 


NCBI Description 


{AJ237751) aquaglyceroporin 


Sea. No. 


271694 


Contig ID 


33958 l.RlOll 


5^ -most EST 


uC-zmflm01708 9b01bl 


Qpa No 


271695 


Contig ID 


33958 2.R1011 


5 '-most EST 


nbm700469055.hl 


Seq. No. 


271696 


Contig ID 


33961 l.RlOll 


5 '-most EST 


LIB3157-016-Q1-K1-E8 


Seq. No. 


271697 


Contig ID 


33966_1.R1011 


5 '-most EST 


uC-zmroteosinte04 0d05bl 


Method 


BLASTX 


NCBI GI 


g3522943 


BLAST score 


1700 


E value 


O.Oe+00 


Matph 1 pncrth 


513 


% identity 


33 


NCBI Description 


(AC004411) putative p-glycop 


Seq. No. 


271698 


Contig ID 


33966 2.R1011 


5 '-most EST 


uC-zinflmol7203b08al 


Seq* No. 


271699 


Contig ID 


33973 l.RlOll 


5 '-most EST 


afb700381147.hl 


Method 


BLASTX 


NCBI GI 


g4163997 


BLAST score 


419 


E value 


8.0e-41 


Match length 


182 


% identity 


49 


NCBI Description 


(AF087483) alpha-xylosidase ] 



37841 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
271700 

33980_1.R1011 
LIB3068-048-Q1-K1-C10 

271701 

33984_1.R1011 
uC-zmflb73215h03a2 

271702 

33997_1.R1011 

uC-zmflmol7054fllal 

BLASTN 

g927571 

326 

O.Oe+00 

406 

94 

Z.mays mRNA for calreticulin precursor 
271703 

33999_1.R1011 
LIB3157-017-Q1-K1-C1 

271704 

34005_1.R1011 

LIB3157-017-Q1-K1-D12 

BLASTX 

gl742953 

509 

l.Oe-51 

148 

64 

(Z71445) CLC-a chloride channel protein [Arabidopsis 
thaliana] 



Seq, No. 


271705 


Contig ID 


34011 l.RlOll 


5 '-most EST 


rvl700456807.hl 


Method 


BLASTX 


NCBI GI 


g2330651 


BLAST score 


179 


E value 


2.0e-12 


Match length 


198 


% identity 


34 


NCBI Description 


( Yl 4 55 9 ) topoisomeras 


Seq. No. 


271706 


Contig ID 


34014 l.RlOll 


5 '-most EST 


uC-zmflb73112d04al 


Seq. No. 


271707 


Contig ID 


34014 2.R1011 


5 '-most EST 


uC-zmflmol7227e03al 


Seq. No. 


271708 



37842 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34030_1.R1011 

fwa700097985.hl 

BLASTX 

gl21341 

678 

3.06-71 

126 

100 

GLUTAMINE SYNTHETASE, CHLOROPLAST PRECURSOR 

(GLUTAMATE— AMMONIA LIGASE) (GS) >gi_539063_pir S39482 

glutamate — ammonia ligase (EC 6.3.1,2) 1 precursor, 
chloroplast - maize >gi_434334_emb_CAA46724_ (X65931) 
glutamine synthetase [2;ea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



271709 

34034_1.R1011 
afb700380861.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271710 

34034_3.R1011 
tfd70Q574514.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271711 

34046_1.R1011 

nbm700475923.hl 

BLASTX 

g3461817 

361 

2.0e-34 

126 
52 

{AC004138) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271712 

34053_1.R1011 
xmt700264276.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271713 

34058_1,R1011 

wty700172918.hl 

BLASTX 

g2708741 

738 

3.0e-78 

188 

73 

(AC003952) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



271714 

34069_1.R1011 
cat700018157.rl 



Seq. No. 
Contig ID 
5 '-most EST 



271715 

34073_1.R1011 
LIB3157-018-Q1-K1-F1 



Seq. No. 



271716 



37843 



Contig ID 
5 '-most EST 



34077_1.R1011 
uC-2inflb73225h03bl 



Seg. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

IslCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



271717 

34079_1.R1011 

LIB3062-002-Q1-K2-E12 

BLASTX 

g4263704 

222 

7,0e-25 

161 

40 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

271718 

34092_1.R1011 

LIB143-012-Q1-E1-B10 

BLASTX 

g3152598 

158 

3.0e-10 

176 

27 

(AC002986) Contains similarity to C2-HC type zinc. finger 
protein C.e-MyTl gb_U67079 from C. elegans and to 
hypersensitivity-related gene 201 isolog T28M21.14 from A. 
thaliana BAC gb_AF002109. [Arabidopsis thaliana] 

271719 

34095^1. RICH 

xjt700093856.hl 

BLASTX 

g4314378 

516 

6,0e-52 

339 

36 

(AC006232) putative lipase [Arabidopsis thaliana] 
271720 

34098^1. RICH 

LIB3068-025-Q1-K1-C2 

BLASTX 

g560610 

161 

7.0e-ll 

48 

52 

trypsin inhibitor, WTI [Triticum aestivum=wheat , variety 
San Pastore, endosperm, Peptide, 71 aa] 

271721 

34098_2.R1011 

LIB3137-021-Q1-K1-A11 

BLASTX 

g560610 



37844 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207 

3.0e-16 
71 

51 

trypsin inhibitor, WTI [Triticum aestivum^wheat , variety 
San Pastore, endosperm, Peptide, 71 aa] 



Seq, No, 
Contig ID 
5 '-most EST 



271722 

34102_1.R1011 
ymt700219154,hl 



Seq. No. 
Contig ID 
5^ -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



271723 

34106_1.R1011 

wty700163594.hl 

BLASTN 

g507844 

45 

5.0e-16 

49 

49 

Zea mays A188 retrotransposon gag gene, complete cds 
271724 

34106__2,R1011 

tzu700201904.hl 

BLASTN 

g312178 

52 

3.0e-20 

84 

90 

Z.mays GapC2 gene 
271725 

34108_1.R1011 

LIB3136-037-P1-K1-B12 

BLASTX 

g4584255 

1049 

l,0e-115 

205 

90 

(Y18471) SINAlp [Vitis vinifera] 
271726 

34113_1.R1011 

clt700044761.fl 

BLASTX 

g4538992 

166 

3.0e-ll 

49 

57 

(AL049481) putative protein [Arabidopsis thaliana] 



271727 

34118 l.RlOll 



37845 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



LIB3182-009-P2-M1-F5 

BLASTX 

g2827528 

194 

l.Oe-14 

48 
73 

(AL021633) predicted protein [Arabidopsis thaliana] 
271728 

34119_1.R1011 
uC-zmflmol728 9g05al 



Seq. No. 
Contig ID 
5 '-most EST 



271729 

34121_1.R1011 
LIB3157-019-Q1-K1-F3 



Seq. No. 
Contig ID 
5 '-most EST 



271730 

34124_1.R1011 
cat700016789.rl 



Seq. No. 

Contig ID 
5 '-most EST 



271731 

34126_1.R1011 
uC-zmflmol7371dl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271732 

34142_1.R1011 

dyk700102047.hl 

BLASTX 

gl362103 

279 

l,0e-24 

81 
67 

ubiquitin conjugating enzyme - tomato 

>gi_886679_emb_CAA58111__ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271733 

34145_1.R1011 

LIB3067-026-Q1-K1-H9 

BLASTX 

g2944417 

221 

8.0e-18 

93 
53 

(AF04 9881) peroxidase FLXPER4 [Linum usitatissimum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



271734 

34145_2.R1011 

uC-zmflb7 3325b01al 

BLASTX 

gl29805 

178 

7.0e-13 

64 



37846 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



58 

CATIONIC PEROXIDASE 1 PRECURSOR >gi_99872_pir ^A38265 

peroxidase (EC 1.11,1,7) precursor, cationic (clone PNCl) 
peanut 

271735 

34151_1.R1011 
rvt700550328.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



271736 

34153_1.R1011 
LIB3136-035-Q1-K1-E9 

271737 

34174_1.R1011 
xyt700343072.hl 

271738 

34186_1.R1011 

LIB3060-027-Q1-K1-B9 

BLASTX 

g3874991 

155 

l.Oe-15 

191 

32 

(Z81449) UNC-93 protein [Caenorhabditis elegans] 
271739 

34192_1,R1011 

LIB3069-04 9-Q1-K1-F5 

BLASTX 

g3702319 

150 

5.0e-09 

150 
27 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
271740 

34192__2.R1011 
LIB3136-014-Q1-K1-H1 

271741 

34197__1.R1011 

cjh700197264.hl 

BLASTN 

g2326786 

105 

7.0e-52 

237 
86 

O.sativa mRNA for SEBl protein 
271742 

34205_1.R1011 
LIB3157-020-Q1-K1-G5 



37847 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271743 

34210_1.R1011 
uC-zmflMol7085gllbl 

271744 

34217_1.R1011 

xyt700342662.hl 

BLASTX 

gl00535 

212 

2.0e-16 

78 
58 

hypothetical protein - swollen duckweed 
>gi_1929057_emb_CAA32236_ (X14075) longest ORE (i; 
gibba] 



[Lemna 



Seq. No. 
Contig ID 
5 '-most EST 



271745 

34217__2.R1011 
vux700157378.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271746 

34217_3.R1011 
cyk700049917.fl 

271747 

34223_1,R1011 

cyk700047920.fl 

BLASTX 

g2832783 

753 

l.Oe-161 

328 

86 

(AJ225806) potassium channel beta subunit [Egeria densa] 
271748 

34223_2.R1011 

LIB3069-031-Q1-K1-F1 

BLASTX 

gll97587 

252 

2.0e-21 

57 
93 

(U46758) potassium channel beta subunit protein [Oryza 
sativa] 



Seq. No. 

Contig ID 
5 '-most EST 



271749 

34225_1.R1011 
hbs701186145.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



271750 

34239__1.R1011 

pmx700090237.hl 

BLASTX 



37848 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



g4218120 
687 

2.0e-72 

186 
69 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

271751 

34245_1.R1011 

LIB143-016-Q1-E1-B9 

BLASTX 

g3242705 

486 

B.Oe-49 

107 
82 

(AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 

271752 

34246_1.R1011 
LIB3157-021-Q1-K1-E1 

271753 

34248_1.R1011 
LIB3157-021-Q1-K1-E12 

271754 

34251_1.R1011 

uC-zmroteosinte041gllbl 

BLASTX 

g2662310 

527 

l.Oe-53 

113 

89 

(AB009307) bpwl [Hordeum vulgare] 
271755 

34256_1.R1011 

uC-zmflb73130a02b2 

BLASTX 

g2697103 

177 

4.0e-12 

128 
35 

(AF000364) heterogeneous nuclear ribonucleoprotein R [Homo 
sapiens] 

271756 

34256_2.R1011 

kem700612212.hl 

BLASTX 

g2697103 

280 



37849 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

211 

36 

(AF000364) heterogeneous nuclear ribonucleoprotein R [Homo 
sapiens] 

271757 

34258_1.R1011 

uC-zmroteosinte046d07bl 

BLASTX 

g3193303 

240 

8,0e-20 

100 

50 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



271758 

34262_1.R1011 
wty700172144.hl 

271759 

34266__1.R1011 
hbs701181948.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5; -most EST 
Method 
NCBI GI 
BLAST score 
E value 



271760 

34268_1.R1011 

uC-zmflb73276d02bl 

BLASTX 

gl407705 

930 

l.Oe-162 

800 
42 

{U60202) lipoxygenase [Solanum tuberosum] 
271761 

34274_1.R1011 

LIB3136-04 9-Q1-K1-G12 

BLASTX 

g4335763 

408 

2.0e-39 

170 

49 

{AC006284) unknown protein [Arabidopsis thaliana] 
271762 

34276_1.R1011 

xsy700209329.hl 

BLASTX 

g3250697 

254 

l.Oe-21 



37850 



Match length 75 
% identity 67 

NCBI Description (AL024486) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



271763 

34284_1.R1011 
LIB3158-001-Q1-K1-D5 

271764 

34286_1.R1011 
nbm700466170.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271765 

34288_1,R1011 

uC-zmrob73050b04bl 

BLASTX 

g4204263 

213 

7.0e-17 

134 
40 

(AC005223) 40409 [Arabidopsis thaliana] 
271766 

34290_1.R1011 

LIB3158-001-Q1-K1-E12 

BLASTX 

g2262159 

889 

9.0e-96 

262 
63 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

271767 

34293^1, RlOll 

uC-zmflb73196f02bl 

BLASTX 

g4584685 

427 

5,0e-42 

117 

68 

(AJ237754) putative lectin [Hordeum vulgare] 
271768 

34297_1,R1011 
LIB143-022-Q1-E1-D3 

BLASTX 

g2501555 

1165 

l,0e-128 

300 

72 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_54 9984 (U1314 8) 
possible apospory-associated protein [Pennisetum ciliare] 



37851 



Seq. No. 


271769 


Contig ID 


34297 2.R1011 


5 '-most EST 


LIB3137-014-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gzoulooD 


BLAST score 


523 


E value 


5.0e-53 


Match length 


193 


% identity 


56 


NCBI Description 


POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 


possible apospory-associated protein [Pennisetum ciliare] 


Seq. No. 


271770 


Contig ID 


34298 l.RlOll 


5 '-most EST 


LIB3158-001-Q1-K1-A11 


Method 




NCBI GI 


g4107276 


BLAST score 


266 


E value 


3.0e-23 


Match length 


61 


% identity 


79 


NCBI Description 


(X98506) acetyl-CoA synthetase [Solanum tuberosum] 


Seq. No. 


271771 


Contig ID 


34301 l.RlOll 


5 '-most EST 


uC-zmflmol7053b06bl 


Seq. No. 


271772 


Contig ID 


34303 l.RlOll 


5 '-most EST 


xsy700207483.hl 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


389 


E value 


2.0e-37 


Match length 


99 


% identity 


70 


NCBI Description 


{M55322) ribosomal protein 30S subunit [Spinacia oleracea; 


Seq. No. 


271773 


Contig ID 


34309 l.RlOll 


5 '-most EST 


LIB83-015-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g3687235 


BLAST score 


588 


E value 


2.0e-60 


Match length 


147 


% identity 


80 


NCBI Description 


(AC005169) putative copia-like transposable element 




[Arabidopsis thaliana] 


Seq. No. 


271774 


Contig ID 


34313 l.RlOll 


5 '-most EST 


uC-zmflmol7164e05bl 


Seq, No. 


271775 


Contig ID 


34322_2.R1011 



37852 



5 '-most EST 



uC-zmflmol7199g01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271776 

34340_1.R1011 

vux700159287.hl 

BLASTX 

g4376650 

308 

5.0e-28 

102 

56 

(AE001621) GcpE Protein [Chlamydia pneumoniae] 



Seq. No. 
Contig ID 
5 '-most EST 



271777 

34344_1.R1011 
uC-zmflb73020g08bl 



Seq. No. 
Contig ID 
5 '-most EST 



271778 

34344_2.R1011 
LIB317 9-002-P1-K2-F9 



Seq. No. 
Contig ID 
5 '-most EST 



271779 

34344_3.R1011 
ymt700224237.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271780 

34350_1.R1011 
LIB3158-003-Q1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271781 

34377_1.R1011 

LIB3158-003-Q1-K1-H10 

BLASTX 

g4469025 

343 

4 .Oe-32 

78 

81 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271782 

34377_2.R1011 

tfd700571124.hl 

BLASTX 

g4469025 

278 

8.0e-25 
64 

80 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



271783 

34378_1.R1011 

uC-zmflb73091fllal 

BLASTN 

g313135 
363 



37853 



E value 


0. Oe+00 


Match length 


379 


% identity 


99 


NCBI Description 


Z.mays mRNA for porin 


Seq. No. 


271784 


Contig ID 


34378 2.R1011 


5 '-most EST 


tfd700575765.hl 


Method 


BLASTN 


NCBI GI 


g313135 


BLAST score 


276 


E value 


l.Oe-154 


Match length 


319 


% identity 


97 


NCBI Description 


Z.mays mRNA for porin 


Seq. No. 


271785 


Contig ID 


34379 l.RlOll 


5 '-most EST 


LIB3158-003-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3241944 


BLAST score 


295 


E value 


2.0e-26 


M3i~r'h 1 encrth 

L I CI U- ^ 1 1 -1- ^ y V- A A 


65 


% identity 


78 


NCBI Description 


(AC004625) DNA- (apuri 




[Arabidopsis thaliana 


Sea No 


271786 


rontia ID 


34380 l.RlOll 


5 '-most EST 


LIB3136-002-P1-K1-A7 


Seq. No. 


271787 


Contig ID 


34384 l.RlOll 


5 '-most EST 


uC-zmflb73060d02bl 


Method 


BLASTX 


NCBI GI 


g3687235 


BLAST score 


486 


E value 


l.Oe-48 


Match length 


135 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



65 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

271788 

34384_2.R1011 
fdz701158410.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271789 

34391__1.R1011 
LIB3136-025-Q1-K1-C3 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



271790 

34392_1.R1011 
uC-zmroteosinte0 61b02b2 
BLASTX 
g2947064 



37854 



BLAST score 


561 


E value 


2.0e-57 


Match length 


196 


% identity 


56 


NCBI Description 


(AC002521) unknown protein 


Seq. No. 


271791 


Contig ID 


34402 l.RlOll 


5 '-most EST 


LIB3158-004-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2459408 


BLAST score 


478 


E value 


8 . Oe-48 


Match length 


157 


% identity 


61 


NCBI Description 


(AC002332) unknown protein 




>gi_2924769 (AC002334) unkr 




thaliana] 


Seq, No. 


271792 


Contig ID 


34404 l.RlOll 


5 '-most EST 


LIB3158-004-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4454567 


BLAST score 


193 


E value 


4.0e-14 


Match length 


144 


% identity 


35 


NCBI Description 


(AF128407) lipase homolog 


Seq. No. 


271793 


Contig ID 


34408 l.RlOll 


5 '-most EST 


LIB3158-004-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g407942 


BLAST score 


560 


E value 


3.0e-57 


Match length 


250 


% identity 


46 


NCBI Description 


[U02496) epoxide hydrolase 


Seq. No. 


271794 


Contig ID 


34409 l.RlOll 


5 '-most EST 


uC-zmrob7 3059gl2al 


Seq. No. 


271795 


Contig ID 


34415 l.RlOll 


5 '-most EST 


uC-zmflmol7159a07bl 


Seq. No. 


271796 


Contig ID 


34422 l.RlOll 


5 '-most EST 


LIB3158-004-Q1-K1-G4 


Seq. No. 


271797 


Contig ID 


34432 l.RlOll 


5 '-most EST 


hbs701185720.hl 


Method 


BLASTX 



37855 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3522941 
196 

2.0e-19 

63 

77 

(AC004411) putative peptide chain release factor 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271798 

34434__1.R1011 
LIB3158-004-Q1-K1-H9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271799 

34445__1.R1011 

ceu700429004.hl 

BLASTX 

g4582470 

471 

3.0e-47 

147 

28 

(AC007071) unknown protein [Arabidopsis thaliana] 
271800 

34452_1.R1011 

LIB3158-005-Q1-K1-B9 

BLASTX 

g2245118 

609 

5.0e-63 

154 
69 

(Z97343) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271801 

34459_1.R1011 

uC-2mflmol7075h06al 

BLASTX 

gl402918 

245 

2.0e-20 

89 
56 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310__ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271802 

34459^2. RlOll 

ntr700074921.hl 

BLASTX 

gl402918 

1115 

l.Oe-122 

331 

66 

(X98320) peroxidase [Arabidopsis thaliana] 



37856 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 

271803 

34459__3.R1011 

wyr700240850.hl 

BLASTX 

gl402918 

305 

8.0e-28 

81 

68 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi__1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 

271804 

34459_4.R1011 

uC-zmroteosinte064g01bl 

BLASTX 

gl402918 

223 

2.0e-18 

55 
75 

{X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215__emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 

271805 

34463_1.R1011 
gct701178895.hl 

271806 

34468_1,R1011 
wen700335894.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



271807 

34476_1.R1011 

uC-zmflb73180d01bl 

BLASTX 

gl708924 

2245 

O.Oe+00 

530 

79 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_515759 (L34836) malate 
dehydrogenase (NADP+) [Vitis vinifera] 

271808 

34476_2.R1011 

uC-zmflmol72 97el2bl 

BLASTX 

gl708924 

511 

8.0e-52 



37857 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 



133 
75 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_515759 (L34836) malate 
dehydrogenase (NADP+) [Vitis vinifera] 

271809 

34476_3.R1011 

uC-zmroteosinte07 5ellbl 

BLASTX 

gl561774 

504 

4.0e-63 

162 

72 

(U67426) malate dehydrogenase [Vitis vinifera] 
271810 

34477_1.R1011 
LIB3137-033-Q1-K1-H3 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



271811 

34477^2. RlOll 
uC-zmroteosinte047h09bl 

271812 

34478_1.R1011 
uC-zmflmol704 6gl2bl 

271813 

34478_2,R1011 

LIB3137-018-Q1-K1-G1 

BLASTX 

g3068705 

315 

2.0e-28 

204 

35 

{AF049236) unknown [Arabidopsis thaliana] 



271814 
34478_3 
LIB3137 
BLASTX 
g3068705 
191 

3.0e-14 

116 

36 

(AF049236 



RlOll 
030-Ql- 



•K1-D2 



unknown [Arabidopsis thaliana] 



271815 

34479_1. RlOll 

uC-zmflb73066b09bl 

BLASTX 

g4427003 

559 



37858 



E value 


l.Oe-70 


Match length 


187 


% identity 


74 


NCBI Description 


(AF127664) NBD-like protein 


Seq. No. 


271816 


Contig ID 


34479 2.R1011 


5 '-most EST 


xmt700259067.hl 


Method 


BLASTX 


NCBI GI 


g4427003 


BLAST score 


602 


E value 


l.Oe-62 


Match length 


139 


% identity 


83 


NCBI Description 


(AF127664) NBD-like protein 


Seq. No. 


271817 


Contig ID 


34481 l.RlOll 


5 '-most EST 


LIB3136-024-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3355480 


BLAST score 


218 


E value 


2.0e-17 


Match length 


154 


% identity 


32 


NCBI Description 


(AC004218) Medicago nodulin 




thaliana] 


Seq. No. 


271818 


Contig ID 


34487_1.R1011 


5 '-most EST 


uC-zmroteosinte090g05b2 


Method 


BLASTX 


NCBI GI 


g2880047 


BLAST score 


447 


E value 


4 .Oe-44 


Match length 


189 



% identity 

NCBI Description 



49 



(AC002340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271819 

34496_1.R1011 

LIB3158-005-Q1-K1-G4 

BLASTX 

g4538959 

360 

4.0e-34 

123 

55 

(AL049488) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271820 

34500_1.R1011 
wen700333235.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271821 

34502_1.R1011 
LIB3158-005-Q1-K1-H1 



37859 






Method 


BLASTX 




NCBI GI 


g345829 




BLAST score 


477 




E value 


2.0e-47 




Match length 


254 




% identity 


43 




NCBI Description 


ubiquitin carrier protein E2 - human 




Seq. No. 


271822 




Contig ID 


34507 l.RlOll 




5 '-most EST 


nbm700464778.hl 




Method 


BLASTX 




NCBI GI 


g4539465 




BLAST score 


350 




E value 


4.0e-42 




Match length 


371 




% identity 


37 




NCBI Description 


(AL049500) putative protein [Arabidopsis 




Seq. No. 


271823 




Contig ID 


34507 2.R1011 


m 


5 '-most EST 


arm700460754.hl 




Seq. No. 


271824 




Contig ID 


34510 l.RlOll 


y ^ 


5 '-most EST 


uC-zmflb73272d06bl 




Seq. No. 


271825 




Contig ID 


34510 2.R1011 




5 '-most EST 


uC-zmflb73055dllbl 




Seq. No. 


271826 




Contig ID 


34513 l.RlOll 


G 


5 '-most EST 


LIB84-026-Q1-E1-B11 




Seq. No. 


271827 




Contig ID 


34513 2.R1011 




5 '-most EST 


uC-zmflmol7239d02al 




Sea No. 


271828 




Contig ID 


34513 3,R1011 




5 '-most EST 


zuv700356259.hl 




Seq. No. 


271829 




Contig ID 


34516 l.RlOll 




c;i_rnr.q-f- EST 


LIB3137-033-Q1-K1-F5 




Method 


BLASTX 




NCBI GI 


g2493809 




BLAST score 


475 




E value 


l.Oe-47 




Match length 


135 




% identity 


74 




NCBI Description 


COPROPORPHYRINOGEN III OXIDASE PRECURSOR 



(COPROPORPHYRINOGENASE) (COPROGEN OXIDASE) 
>gi_1212994_emb__CAA58037_ (X82830) coproporphyrinogen 
oxidase [Hordeum vulgare] 



37860 



Seq. No. 
Contig ID 
5 '-most EST 



271830 

34519_1.R1011 
LIB3279-059-P1-K1-H9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



271831 

34533_1.R1011 

LIB3067-036-Q1-K1-F5 

BLASTX 

g2285792 

218 

6,0e-26 

78 

76 

(AB004568) cyanase [Arabidopsis thaliana] 

>gi_3287503_dbj_BAA31224_ (AB015748) cyanase [Arabidopsis 
thaliana] 

271832 

34536_1.R1011 

LIB3158-006-Q1-K1-C11 

BLASTX 

gl621268 

400 

l.Oe-54 

154 

68 

(28 10 12) unknown [Ricinus communis] 
271833 

34538_1.R1011 
LIB327 9-053-P1-K1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



271834 

34542_1.R1011 

uC-zmrob73054h07al 

BLASTX 

g3395432 

1065 

O.Oe+00 

437 

75 

(AC004 683) unknown protein [Arabidopsis thaliana] 
271835 

34542_2.R1011 

LIB327 9-055-P1-K1-H7 

BLASTX 

g3395432 

223 

5.0e-18 

59 
63 

(AC004 683) unknown protein [Arabidopsis thaliana] 
271836 

34542_3.R1011 

LIB14 3-04 0-Q1-E1-D12 



37861 



Seq. No. 


271837 


Contig ID 


34542 5.R1011 


5 '-most EST 


xmt700259064.hl 


Method 


BLASTX 


NCBI GI 


g3395432 


BLAST score 


389 


E value 


l.Oe-37 


Match length 


140 


% identity 


57 


NCBI Description 


(AC004683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


271838 


Contig ID 


34543 l.RlOll 


5 '-most EST 


LIB3069-040-Q1-K1-G9 


Seq. No. 


271839 


Contig ID 


34543 2.R1011 


5^ -most EST 


pmx700086724.hl 


Method 


BLASTX 


NCBI GI 


g4432846 


BLAST score 


206 


E value 


3.0e-16 


Match lenoth 


119 


% identity 


53 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


271840 


Cnntia ID 


34550 l.RlOll 


5 '-most EST 


LIB14 8-041-Q1-E1-G1 


Method 


BLASTN 


NCBI GI 


g2801535 


BLAST score 


51 


V. '^r ;^ 1 n P 

11) V CL _L LJ. 


1 . Oe-19 


Mafph If^nath 


91 


2: n Hpni- i 1" V 


89 


NCBI Description 


Oryza sativa lysophospholipase homolog (LPLl) mRNA, 




complete cds 


Seq. No. 


271841 


Contia ID 


34553 l.RlOll 


5 '-most EST 


mwy700442678.hl 


Method 


BLASTX 


NCBI GI 


g3820648 


BLAST score 


229 


Fi va 1 ne^ 

J_i V -1- ^ \^ 


1 . Oe-18 


Match length 


90 


% identity 


51 


NCBI Description 


(Y12636) allene oxide synthase [Arabidopsis thaliana 


Seq. No. 


271842 


Contig ID 


34556 l.RlOll 


5 '-most EST 


LIB3136-056-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4455232 


BLAST score 


682 


E value 


9.0e-72 



37862 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 
66 

{AL035523) putative protein [Arabidopsis thaliana] 
271843 

34559_1.R1011 

pwr700450184.hl 

BLASTX 

g3941480 

572 

8.0e-59 

179 

63 

(AF062894) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



271844 

34559_2.R1011 

fwa700098560.hl 

BLASTX 

g3941480 

397 

l.Oe-42 

99 

82 

(AF062894) putative transcription factor [Arabidopsis 
thaliana] 

271845 

34569_1.R1011 

pmx700085510.hl 

BLASTX 

g3395938 

741 

3.0e-78 

237 
45 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

271846 

34569_2.R1011 
kem700611292.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



271847 

34573_2.R1011 
cyk700051736.fl 

271848 

34577^1. RlOll 

LIB3137-001-Q1-K1-B5 

BLASTX 

g2959370 

158 

2.0e-10 

82 
38 



37863 



NCBI Description 



(AL022117) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271849 

34577__2.R1011 

cjh700196809.hl 

BLASTN 

g3510343 

38 

6.0e-12 

38 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



mRNA for U14 small nucleolar RNA 



271850 

34584_1.R1011 

ymt700223675.hl 

BLASTN 

g563633 

90 

7.0e-43 

98 

98 

Z.mays (MU141B) 
271851 

34599_1,R1011 
mwy700439179.hl 



271852 

34626_1.R1011 

LIB3062-024-Q1-K1-F6 

BLASTX 

gll9791 

613 

l.Oe-104 

245 

78 

3-OXOACYL- [ACYL-CARRIER PROTEIN] REDUCTASE PRECURSOR 
(3-KETOACYL-ACYL CARRIER PROTEIN REDUCTASE) 

>gi_1084385_pir S22450 3-oxoacyl- [acyl-carrier-protein] 

reductase (EC 1.1.1.100) precursor - Cuphea lanceolata 
>gi_1804 6_emb_CAA458 66_ {X64566) 3-oxoacyl- [acyl-carrier 
protein] reductase [Cuphea lanceolata] 

>gi_228929_prf 1814446A beta ketoacyl-ACP reductase 

[Cuphea lanceolata] 



Seq. No. 

Contig ID 
5 '-most EST 



271853 

34637_1.R1011 
LIB3136-04 9-Q1-K1-A5 



Seq. No. 
Contig ID 
5 '-most EST 



271854 

34638_1.R1011 
LIB3158-010-Q1-K1-A9 



Seq. No. 
Contig ID 



271855 

34640 l.RlOll 



37864 



5 '-most EST 



LIB3158-010-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271856 

34642_1.R1011 

uwc700154871.hl 

BLASTX 

g3860008 

490 

3.0e-49 

189 

50 

(AF091085) unknown [Homo sapiens] 
271857 

34642_2.R1011 

wyr700238545.hl 

BLASTX 

g3878494 

201 

3.0e-15 

103 
41 

.(Z79602) predicted using Genefinder; Similarity to Yeast 
hypothetical protein YAE2 (SW: YAE2_YEAST) ; cDNA EST 
EMBL:T01631 comes from this gene; cDNA EST EMBL:M88949 
comes from this gene [Caenorhabditis elegans] 

271858 

34648_1.R1011 

LIB143-055-Q1-E1-F2 

BLASTX 

g3212862 

529 

l.Oe-53 

184 

58 

(AC004005) putative riboflavin synthase [Arabidopsis 
thaliana] 

271859 

34648_4 .RlOll 

LIB143-012-Q1-E1-E2 

BLASTX 

g3212862 

150 

l.Oe-09 

54 

63 

(AC004005) putative riboflavin synthase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271860 

34655^1, RlOll 
uC-zmflb73061b02bl 



Seq. No. 

Contig ID 



271861 

34655 2. RlOll 



37865 



5 '-most EST 



LIB3137-020-Q1-K1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271862 

34671_1,R1011 

wyr700237746,hl 

BLASTX 

g4581203 

264 

8.0e-23 

68 

75 

(Y17912) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271863 

34674_1.R1011 
LIB3158-010-Q1-K1-F11 



Seq. No. 
Contig ID 
5 '-most EST 



271864 

34683_1.R1011 
LIB3158-010-Q1-K1-G1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271865 

34693_1.R1011 

uC-zmroteosinte008el2bl 

BLASTX 

g2119757 

591 

6.0e-61 

113 
94 

glucose starvation-induced protein precursor (clone pZSS2) 
- maize >gi_559534_emb_CAA57674_ {X82184) defence-related 
protein [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271866 

34693_2.R1011 

ntr700075615.hl 

BLASTX 

g442693 

524 

3.0e-53 

117 

80 

Barwin, Basic Barley Seed Protein (Nmr, 20 Structures) 
>gi_442694_pdb_lBW4_ Barwin, Basic Barley Seed Protein 
(Nmr, 20 Structures) 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



271867 

34693_3.R1011 

LIB143-050-Q1-E1-D2 

BLASTX 

g2119757 

360 

3.0e-34 

72 

89 



37866 



NCBI Description 



glucose starvation-induced protein precursor (clone pZSS2) 
- maize >gi_559534_emb_CAA57 674_ (X82184) defence-related 
protein [Zea mays] 



Seq. No. 


271868 


Contig ID 


34693 4.R1011 


5 '-most EST 


dyk700102825.hl 


Method 


BLASTN 


NCBI GI 


g559533 


BLAST score 


62 


E value 


2.0e-26 


Match length 


126 


% identity 


99 


NCBI Description 


Z.mays mRNA for defense-related protein 


Seq. No. 


271869 


Contig ID 


34696 l.RlOll 


5 '-most EST 


LIB189-013-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g4512122 


BLAST score 


4 92 


E value 


3.0e-49 


Match length 


256 


% identity 


39 


NCBI Description 


(AF131219) chorismate mutase 3 [Arabidopsi 


Seq, No. 


271870 


Contig ID 


34696 2.R1011 


5 '-most EST 


LIB3158-010-Q1-K1-H6 


Seq. No. 


271871 


Contig ID 


34696 3.R1011 


5 '-most EST 


uC-zmflmol714 0h02al 


Method 


BLASTX 


NCBI GI 


g4512122 


BLAST score 


165 


E value 


3.0e-ll 


Match length 


70 


% identity 


51 


NCBI Description 


(AF131219) chorismate mutase 3 [Arabidopsi 


Seq. No. 


271872 


Contig ID 


34701 l.RlOll 


5 '-most EST 


LIB3158-011-Q1-K1-A10 


Seq. No. 


271873 


Contig ID 


34705_1.R1011 


5 '-most EST 


uC-zmroteosinte061d05b2 


Method 


BLASTX 


NCBI GI 


g2897942 


BLAST score 


342 


E value 


l.Oe-31 


Match length 


166 


% identity 


43 


NCBI Description 


(AF003938) thioredoxin-like protein [Homo 



>gi_2961254 (AF051896) thioredoxin homolog [Homo sapiens] 
>gi_2970689 {AF052659) thioredoxin-related protein [Homo 



37867 



sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271874 

34705_2.R1011 

pmx700084218.hl 

BLASTX 

g2970691 

185 

l.Oe-13 

85 
46 

(AF052660) thioredoxin-related protein [Mus musculus] 
271875 

34711_1.R1011 

ymt700219955.hl 

BLASTX 

gl653953 

338 

4.0e-31 

167 
42 

(D90917) hypothetical protein [Synechocystis sp.] 
271876 

34711_2.R1011 

xsy700208171.hl 

BLASTX 

gl653953 

155 

2.0e-22 

145 

43 

(D90917) hypothetical protein [Synechocystis sp.] 
271877 

34722_1.R1011 

hbs701183642.hl 

BLASTX 

g585661 

211 

l,0e-16 

65 

69 

PEROXIDASE PRECURSOR >gi_287401_dbj_BAA03644_ (D14997) 
peroxidase [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271878 

34741_1.R1011 

wyr700243745.hl 

BLASTX 

g3738302 

867 

4.0e-93 

362 
51 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
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>gi_4249398 (AC006072) 
thaliana] 



putative tubby protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271879 

34741_3.R1011 

uC-zmrob7 3050hl0bl 

BLASTX 

g3738302 

254 

8.0e-22 

89 
56 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



271880 

34751__1.R1011 

LIB3158-011-Q1-K1-F6 

BLASTX 

g2245030 

211 

4.0e-20 

81 

56 

(Z97341) apetaia2 domain TINY homolog [Arabidopsis 
thaliana] 

271881 

34751_2.R1011 
ceu700432352.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271882 

34757_1.R1011 
uC-zmflb73152a07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



271883 

34766_1.R1011 

gct701177951.hl 

BLASTX 

g3136033 

150 

2.0e-09 

76 
45 

(AL023590) putative metallopeptidase [Schizosaccharomyces 
pombe] 

271884 

34768_1.R1011 
gwl700614220,hl 

271885 

34768^2. RlOll 
uC-zmroteosintell5f 05bl 
BLASTX 
g4511988 



37869 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401 

6.0e-62 
249 

52 . ^ 

(AF088896) ubiquinone methyltransf erase [Zymomonas mobilrs] 

271886 

34768_3.R1011 
LIB3059-045-Q1-K1-C7 

271887 

34768_4.R1011 

uC-zmflb73066dl0bl 

BLASTX 

g4511988 

194 

2.0e-14 
139 

40 . . 

(AF088896) ubiquinone methyltransf erase [Zymomonas mobilis] 

271888 

34775_1.R1011 
pmx700083617.hl 

271889 

34781_1.R1011 

uC-zmflmol7022dl2bl 

BLASTX 

g4262149 

540 

5.0e-55 

142 

66 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



271890 

34786^1. RlOll 

uer700579247.hl 

BLASTX 

g3242659 

279 

5.0e-27 

99 

59 

(AB015599) spermidine synthase [Coffea arabica] 
271891 

34794_1.R1011 

LIB3158-012-Q1-K1-C10 

BLASTX 

g4544369 

258 

6. Oe-25 

124 

52 
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NCBI Description (AC006920) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271892 

34809_1.R1011 
LIB3158-012-Q1-K1-D7 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



271893 

34810_1.R1011 
wyr700243290,hl 

271894 

34810_2.R1011 
uC-zmflmol7168h03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



271895 

34822_1.R1011 

uC-zmroteosinte013d06bl 

BLASTX 

g2832686 

330 

3.0e-30 

212 
36 

(AL021712) putative protein [Arabidopsis thaliana] 
271896 

34838_1.R1011 

LIB3158-012-Q1-K1-H11 

BLASTX 

g2982431 

255 

l.Oe-21 
128 
5 

(AL022224) 
thaliana] 



leucine rich repeat-liJce protein [Arabidopsis 



271897 

34853_1.R1011 
xjt700092786.hl 

271898 

34854_1.R1011 

yyf700351336.hl 

BLASTX 

g3004552 

358 

7.0e-34 

190 

43 

(AC003673) unknown protein [Arabidopsis thaliana] 
271899 

34857_1.R1011 
uC-zmflb73067e04bl 



Seq. No. 



271900 



37871 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



34877_1.R1011 
xjt700094160.hl 

271901 

34878_1.R1011 

uC-zmrob73039bl0al 

BLASTX 

g4185136 

1373 

l.Oe-152 

396 
64 

{AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 

271902 

34890_1.R1011 

LIB3158-014-Q1-K1-E2 

BLASTX 

g4468990 

465 

3.0e-46 
177 

57 

{AL035605) putative protein [Arabidopsis thaliana] 
271903 

34900_1.R1011 
uC-zmflb73135h06b2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271904 

34902_1.R1011 
LIB3158-014-Q1-K1-F2 

271905 

34903_1.R1011 

uC-zmflmol7268c01bl 

BLASTX 

gl24021 

266 

3.0e-23 

64 

66 

BOWMAN-BIRK TYPE TRYPSIN INHIBITOR Til >gi_68814_pir TIOAB 

trypsin inhibitor (Bowman-Birk) - Job's tears 

271906 

34903_2.R1011 

LIB3158-014-Q1-K1-F3 

BLASTX 

gl24021 

248 

7.0e-21 

64 

59 

BOWMAN-BIRK TYPE TRYPSIN INHIBITOR TIl >gi_68 8 14_pir TIOAB 

trypsin inhibitor (Bowman-Birk) - Job's tears 



37872 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



271907 

34903_3.R1011 
wty700170169.hl 

271908 

34919_2.R1011 
wty700172413.hl 

271909 

34919_3.R1011 
pmx700089123.hl 

271910 

34931_1.R1011 
LIB3069-009-Q1-K1-B2 

271911 

34931_2.R1011 
uwc700151082.hl 

271912 

34939^1. RlOll 

LIB3158-015-Q1-K1-B4 

BLASTX 

gl29021 

528 

2.0e-53 

290 

41 

SPOOB-ASSOCIATED GTP-BINDING PROTEIN >gi_9B32 6_pir B32804 

GTP-binding protein, spoOB 3 '-region - Bacillus subtilis^ 
>gi 508979 (M24537) GTP-binding protein [Bacillus subtilis] 
>gi;22635257_emb_CAB14752__ (Z99118) GTPase activity 
[Bacillus subtilis] 

271913 

34939_2.R1011 
xjt700092228.hl 

271914 

34941_1.R1011 

uC-zmroteosinte053h06b2 

BLASTX 

g3152660 

298 

2.0e-26 

270 
29 

(AF064603) GA17 protein [Homo sapiens] 
271915 

34941_2.R1011 
LIB3061-057-Q1-K1-C7 

271916 

34942 l.RlOll 



37873 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wyr700240249.hl 

BLASTX 

g4206122 

1592 

l.Oe-178 

377 
79 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271917 

34942_2.R1011 

uC-zmflb73119f01bl 

BLASTX 

g4206122 

399 

l.Oe-38 

94 

81 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemiom 
crystallinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271918 

34942_3.R1011 

uC-zmflb73182dl2bl 

BLASTX 

g4206122 

167 

l.Oe-11 

45 

67 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271919 

34942_4.R1011 

uer700579626.hl 

BLASTX 

g4206122 

329 

5.0e-31 

91 

79 

{AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

271920 

34951_1.R1011 

pmx700082508 .hi 

BLASTX 

g4314391 

672 

2.0e-70 

227 
57 

(AC006232) unknown protein [Arabidopsis thaliana] 



37874 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



271921 

34953_1.R1011 
tzu700206755.hl 

271922 

34960_1.R1011 

uC-zmflmol7023f02bl 

BLASTX 

g3063392 

1256 

l.Oe-138 

424 

61 

{AB012932) Ca2+/H+ exchanger [Vigna radiata] 
271923 

34960_4.R1011 

xjt700094573.hl 

BLASTX 

g3063392 

208 

2.0e-16 

76 

59 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
271924 

34961_1.R1011 

uC-zmflmol7 244g02al 

BLASTX 

g3602942 

226 

l.Oe-18 

64 

64 

(AF041468) PSII protein W [Guillardia theta] 
271925 

34966_1.R1011 

uC-zmflmol7222c08bl 

BLASTX 

g283004 

621 

2.0e-64 

228 
42 

DNA-binding protein Gt-2 - rice >gi_2024 9_emb_CAA4832^ 
{X68261) gt-2 [Oryza sativa] 

271926 

34966_2.R1011 

LIB3068-006-Q1-K1-A4 

BLASTX 

gl00673 

460 

8.0e-46 

110 



37875 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 

DNA-binding protein GT-2 - rice (fragment) 



271927 

34967_1.R1011 

LIB3137-038-Q1-K1-B5 

BLASTX 

g2792155 

268 

2,0e-23 

114 

45 

(AJ223291) chalcone reductase 



[Sesbania rostrata] 



271928 

34969_1.R1011 

uC-zmflmol7341d03al 

BLASTX 

g4455336 

280 

l.Oe-24 

74 

61 

(AL035525) pectinesterase-like protein [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



271929 

34975_1.R1011 
nbm700468110.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



271930 

34975_2.R1011 
xyt700346854.hl 

271931 

34975_3.R1011 
tzu700204231.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271932 

34981_1.R1011 
uC-zmrob73066b08bl 



Seq. No. 271933 

Contig ID 34981_ 

5 '-most EST LIB315 

Method BLASTX 

NCBI GI g36430 

BLAST score 217 

E value 2,0e-l 

Match length 62 

% identity 65 

NCBI Description (AF075 
crysta 



2,R1011 

8-015-Q1-K1-F7 

88 

7 



581) protein phosphatase-2C; PP2C [Mesembryanthemum 
llinum] 



Seq. No. 
Contig ID 
5 '-most EST 



271934 : 

34981_3.R1011 

LIB3067-009-Q1-K1-E2 



37876 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



271935 

34987^1. RlOll 
LIB3067-033-Q1-K1-B6 

271936 

34996_1.R1011 

tfd700570053.hl 

BLASTX 

gl770214 

209 

3.0e-16 

119 

34 

(X99207) smallminded [Drosophila melanogaster] 
271937 

35001_1.R1011 
uC-zmflb73286f04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



271938 

35001_2.R1011 
xsy700213209.hl 

271939 

35002_1.R1011 

nbm700476183.hl 

BLASTN 

gl628481 

769 

O.Oe+00 

850 

98 

Z.mays dek34 gene 
271940 

35010^1. RlOll 
uC-2mflb73047h06bl 



Seq. No. 
Contig ID 
5 '-most EST 



271941 

35012_1.R1011 
uC-zmflb73279a07a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



271942 

35021^1. RlOll 

nwy700444341.hl 

BLASTX 

g4512667 

1547 

O.Oe+00 

517 

67 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
271943 

35022_1.R1011 
uC-2mroteosinte024a09bl 



37877 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5^ -most EST 



BLASTX 

g2462757 

151 

2.0e-09 
125 

33 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
271944 

35032__1.R1011 
gct701178481.hl 

271945 

35048_1.R1011 
LIB3059-030-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



271946 

35049^1. RlOll 
uC-zmflb73214hl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271947 

35055_1.R1011 

LIB3158-016-Q1-K1-G5 

BLASTX 

gl495366 

306 

l.Oe-50 

175 

59 

{Z69370) nitrite transporter 



[Cucumis sativus] 



271948 

35079_1.R1011 

fwa700098870.hl 

BLASTN 

g3821780 

36 

2.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Contig ID 
5 '-most EST 



271949 

35079_2.R1011 
LIB83-006-Q1-E1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271950 

35081_1.R1011 

rvt700550874.hl 

BLASTX 

gl532165 

498 

4.0e-50 

227 

47 

(U63815) similar to dehydrogenase encoded by GenBank 
Accession Number S39508; localized according to blastn 



37878 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



similarity to EST sequences; therefore, the coding span 
corresponds only to an area of similarity since the 
initation codon and stop 

271951 

35087_1.R1011 

cjh700194501.hl 

BLASTX 

g3132478 

219 

3.0e-17 

192 

32 

(AC003096) bZIP-like protein [Arabidopsis thaliana] 
271952 

35087_2,R1011 
uC-zmflb73168c05al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



271953 

35088_1.R1011 
uC-zmflmol7116g04al 

271954 

35088_2.R1011 
uC-zmflmol7116h06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



271955 

35092_1.R1011 

gwl700616764.hl 

BLASTX 

g4559387 

232 

7.0e-19 

167 
38 

{AC006526) putative oxal protein [Arabidopsis thaliana] 
271956 

35116_1.R1011 

hbs701183682.hl 

BLASTX 

g3135264 

411 

7.0e-40 

177 

49 

(AC003058) unknown protein [Arabidopsis thaliana] 
271957 

35123__1.R1011 

LIB30 62-02 1-Q1-K1-H2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



271958 

35123_2.R1011 

kem700610922.hl 

BLASTN 



37879 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g206371 
71 

4.0e-31 

95 
94 

Rat (Sprague-Dawley) prolactin generexons IV, V and flanks 
271959 

35136_1.R1011 

uC-zmflmol7281g01bl 

BLASTX 

g3822223 

1471 

l.Oe-164 

392 
69 

(AF077 955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 

271960 

35136_2.R1011 

wty700167537.hl 

BLASTX 

gl945277 

184 

2,0e-13 

62 

55 

(Z94180) branched chain alpha-keto acid dehydrogenase 
El-alpha subunit [Lycopersicon esculentum] 

271961 

35136_3,R1011 

LIB3060-054-Q1-K1-B8 

BLASTX 

g3822223 

530 

4.0e-54 

128 

77 

(AF077 955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271962 

35141_1.R1011 

LIB3069-053-Q1-K1-A5 

BLASTX 

g629592 

827 

2,0e-88 

302 
53 

hypothetical protein 



rape 



Seq. No. 

Contig ID 
5 '-most EST 



271963 

35143_1.R1011 
uC-zmflb73061g05a2 



37880 





Seq. No. 


271964 






Contig ID 


35147 l.RlOll 






5 '-most EST 


uC-zmroteosinte010bl2bl 




Seq. No. 


271965 






Contig ID 


JoloL) l.RlUll 






5 '-most EST 


LIB J 1 J b-UU 1-Pl-Kl- 


-Cll 




Metnoa 


BLASTN 






NCBI GI 


g3282393 






BLAST score 


A O 






E value 


z . (Je-I4 






Match length 


Izz 






% identity 


O A 

4 






NCBI Description 


Oryza sativa aie2 


■m "D M 7\ 

mKNA^ 




Seq. No. 


o ^7 T c\ r r 






Contig ID 


oolol z . KiUll 






5 '-most EST 


clt 70004 4572. fl 




y ^ 


Seq. No. 


271967 






Contig ID 


35152 l.RlOll 






5 '-most EST 


LIB3068-058-Q1-K1- 


-E2 




Method 


BLASTX 






NCBI GI 


g3850579 






BLAST score 


223 






E value 


5.0e-18 






Match length 


144 






% identity 


36 






NCBI Description 


(AC005278) Strong 


simil. 



dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb__H37281, gb_T44167, gb_T21813, gb_N38437, gb_Z26470, 
gb_R65072, gb_N76373, gb_F15470, gb_Z35182, gb_H76373, 
gb_Z34 678 an 



Seq. No. 
Contig ID 
5 '-most EST 



271968 

35155_1.R1011 
wyr700240075.hl 



Seq. No. 
Contig ID 
5 '-most EST 



271969 

35157_1,R1011 
nbm700468059.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271970 

35167_1.R1011 

LIB3136-059-Q1-K1-C6 

BLASTX 

g3298547 

393 

6.0e-38 

189 

46 

(AC004 681) putative condensin protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 



271971 

35169 l.RlOll 



37881 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB143-019-Q1-E1-G9 

BLASTX 

g2832898 

1339 

l.Oe-148 

320 
76 

{AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271972 

35169_2.R1011 

LIB3062-015-Q1-K1-A5 

BLASTX 

g4337027 

686 

4,0e-72 

185 

69 

(AF123254) MFP2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271973 

35169_3.R1011 

ntr700074190.hl 

BLASTX 

g4337027 

583 

5.0e-61 

151 

78 

(AF123254) MFP2 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



271974 

35173__1.R1011 
uC-zmroteosinte016b01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271975 

35177_1.R1011 

LIB3061-010-Q1-K1-A10 

BLASTX 

gl262756 

160 

2.0e-10 

81 

37 

(X97022) lamin [Brassica oleracea] 



Seq. No. 
Contig ID 
5 '-most EST 



271976 

35179_1.R1G11 
LIB3158-018-Q1-K1-D11 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



271977 

35184_1.R1011 

uC-zmroteosinte010b02bl 

BLASTX 

g4557349 

171 



37882 



E value 
Match length 
% identity 
NCBI Description 



6.0e-15 

130 
38 

BRCAl associated RING domain 1 >gi_1710175 (U76638) 
BRCAl-associated RING domain protein [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



271978 

35187_1.R1011 

fxb700397449.hl 

BLASTX 

g2244846 

406 

2.0e-39 

104 

72 

(Z97337) ferredoxin [Arabidopsis thaliana] 
271979 

35190_1.R1011 

wty700169383.hl 

BLASTX 

g4580455 

415 

4.0e-77 

200 
76 

(AC006081) unknown protein [Arabidopsis thaliana] 
271980 

35201_1.R1011 

ceu700431146.hl 

BLASTX 

g2435518 

295 

3.0e-26 

105 

48 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

271981 

35201__2.R1011 
uC-zmflb73300gl2bl 

271982 

35214_1.R1011 

uC-2mrob73054a08al 

BLASTX 

g4584539 

436 

6,0e-43 

153 

52 

(AL049608) extensin-like protein [Arabidopsis thaliana] 
271983 

35217 l.RlOll 



37883 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



LIB3158-018-Q1-K1-G6 

BLASTX 

g3661541 

226 

l,0e-18 

105 

13 

{AF091396) poly-zinc finger protein [Trypanosoma cruzi] 
271984 

35222_1.R1011 
xjt700094352.hl 

271985 

35222_3.R1011 
xjt700092796.hl 

271986 

35222_4,R1011 
xjt700094695.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271987 

35229_1.R1011 

ntr700074242.hl 

BLASTX 

g3176687 

1035 

l.Oe-113 

296 

63 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 

271988 

35232__1.R1011 

cjh700194183.hl 

BLASTX 

g4220527 

449 

l.Oe-44 

111 
73 

(AL035356) putative protein [Arabidopsis thaliana] 
271989 

35234_1.R1011 

rvl700457259.hl 

BLASTX 

g4467130 

947 

l.Oe-102 

278 

70 

(AL035538) glycosyltransf erase like protein [Arabidopsis 
thaliana] 



37884 



Seq. No. 

Contig ID 
5 '-most EST 



271990 

35234_2,R1011 
uC-zraflmol7174a09al 



Seq. No. 
Contig ID 
5 '-most EST 



271991 

35235_1.R1011 
uC-zmroteosinte002d08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



271992 

35236_1.R1011 

LIB3159-002-Q1-K1-G7 

BLASTX 

gll69228 

420 

3.0e-41 

142 

62 

RNA HELICASE-LIKE PROTEIN DBIO >gi_108 4 4 13_pir S42639 

helicase-like protein - Wood tobacco 

>gi_56398 6_dbj_BAA037 63_ (D16247) RNA helicase like protein 
DBIO [Nicotiana sylvestris] 

271993 

35238_1.R1011 

rvl700455239.hl 

BLASTX 

g4097561 

813 

7.0e-87 

210 
77 

(U64 918) ATGPl [Arabidopsis thaliana] 
271994 

35238_2.R1011 

LIB315 9-002-Q1-K1-H1 

BLASTX 

g4097561 

221 

4.0e-18 

77 

65 

(U64 918) ATGPl [Arabidopsis thaliana] 
271995 

35243_1.R1011 
LIB3159-021-Q1-K1-E5 

271996 

35255___1,R1011 
LIB3159-002-Q1-K1-E5 



Seq. No. 
Contig ID 
5 '-most EST 



271997 

35260_1.R1011 
uC-zmflmol7116d03bl 



37885 



Seq. No. 

Contig ID 
5 '-most EST 



271998 

35268_1.R1011 
uC-zmroteosinte006e06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



271999 

35274__1.R1011 

rvt700549875.hl 

BLASTX 

g3643611 

426 

5.0e-60 

140 

83 

(AC005395) putative casein kinase 
272000 

35280_1.R1011 

LIB3159-002-Q1-K1-C6 

BLASTX 

g4415934 

355 

l.Oe-63 
188 
60 

(AC006418; 
thaliana] 



[Arabidopsis thaliana] 



putative auxin response factor 1 [Arabidopsis 



272001 

35282_1.R1011 
uC-zmrob73050d04bl 

272002 

35284_1.R1011 

cyk700051223.fl 

BLASTX 

g2462838 

242 

l.Oe-20 

82 

56 

{AF000657) unknown protein [Arabidopsis thaliana] 
272003 

35312_1.R1011 
LIB3062-019-Q1-K1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272004 

35321_1.R1011 

LIB3159-003-Q1-K1-B4 

BLASTX 

g3413706 

336 

2.0e-31 

76 

74 

(AC004747) hypothetical protein [Arabidopsis thaliana] 



37886 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272005 

35322_1.R1011 

LIB3159-003-Q1-K1-B5 

BLASTX 

g4415925 

172 

2.0e-14 
102 
43 

(AC0G6282) 
thaliana] 



putative glucosyl transferase [Arabidopsis 



Seq. No. 


272006 


Contig ID 


35325 l.RlOll 


5 '-most EST 


rvt700552648.hl 


Method 


BLASTX 


NCBI GI 


g2765140 


BLAST score 


1290 


E value 


l.Oe-142 


Match length 


400 


% identity 


65 


NCBI Description 


(Y11931) 1-phosphatidylinosH 




phosphodiesterase [Nicotiana 


Seq. No. 


272007 


Contig ID 


35341 l.RlOll 


5 '-most EST 


LIB3159-004-Q1-K1-A2 


Seq. No. 


272008 


Contig ID 


35341 2.R1011 


5 '-most EST 


xsy700211614.hl 


Method 


BLASTX 


NCBI GI 


g4490325 


BLAST score 


270 


E value 


l.Oe-34 


Match length 


118 


% identity 


61 


NCBI Description 


(AL035656) hypothetical prot 


Seq. No. 


272009 


Contig ID 


35344 l.RlOll 


5 '-most EST 


uer700582864.hl 


Seq. No. 


272010 


Contig ID 


35345 l.RlOll 


5 '-most EST 


uC-zmflb73015d07bl 


Method 


BLASTX 


NCBI GI 


gl617268 


BLAST score 


1402 


E value 


l.Oe-156 


Match length 


400 


% identity 


64 


NCBI Description 


{Z72153) acyl CoA synthetase 


Seq. No. 


272011 


Contig ID 


35346 l.RlOll 


5 '-most EST 


uC-zmflB73022d05bl 



37887 



Method 


BLASTX 


NCBI GI 


g2746826 


bLAb i score 


X O D 


E value 


5.0e-10 


Match length 


118 


% identity 


32 


NCBI Description 


(AF040646) No definition line found [Caenorhabditis 




elegans] 


Seq. No. 


272012 


Contig ID 


35350 l.RlOll 


5^ -most EST 


uC-zmflb73296dl2b2 


Method 


BLASTX 


NCBI GI 


giuuiool 


BLAST score 


236 


E value 


3.0e-19 


Match length 


161 


% identity 


34 


NCBI Description 


(D64002) integral membrane protein [Synechocystis sp.] 


Seq. No. 


272013 


Contig ID 


35351 l.RlOll 


5 '-most EST 


uC- zmr oB 7 3 0 0 lb 1 lb 1 


Method 


BLASTX 


NCBI GI 


goozz y ou 


BLAST score 


959 


E value 


l.Oe-104 


Match length 


345 


% identity 


51 


NCBI Description 


(AC004411) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


272014 


Contig ID 


35358 l.RlOll 


5 '-most EST 


ypc700805413,hl 


Method 


BLASTX 


NCBI GI 


g4lDUzyz 


BLAST score 


532 


E value 


l.Oe-68 


Match length 


160 


% identity 


73 


NCBI Description 


(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabai 


Seq. No. 


272015 


Contig ID 


35360 l.RlOll 


5* -most EST 


LIB3159-004-Q1-K1-D4 


Seq. No. 


272016 


Contig ID 


35372 l.RlOll 


5 '-most EST 


uer700577462.hl 


Method 


BLASTN 


NCBI GI 


g22466 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


48 


% identity 


94 


NCBI Description 


Zea mays rcy:Mu7 Cy transposable element system 



37888 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272017 

35374_1,R1011 

LIB3069-043-Q1-K1-H5 

BLASTX 

g3193285 

377 

5.0e-36 

131 

57 

{AF069298) T14P8.18 gene product [Arabidopsis thaliana] 



Seq. No. 272018 

Contig ID 35374_2 . RlOll 

5 '-most EST LIB84-008-Q1-E1-G6 

Seq. No, 272019 

Contig ID 35378_1 , RlOll 

5 '-most EST LIB3159-004-Q1-K1-H1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272020 

35380_1. RlOll 

pwr700449896.h2 

BLASTX 

g2213601 

989 

l.Oe-107 

343 

53 

{AC000348) T7N9, 



21 [Arabidopsis thaliana] 



Seq. No. 


272021 


Contig ID 


35392 1. RlOll 


5 '-most EST 


wyr700242527.hl 


Method 


BLASTX 


NCBI GI 


g3482919 


BLAST score 


648 


E value 


l.Oe-67 


Match length 


194 


% identity 


66 


NCBI Description 


(AC003970) Putative protein kinase [Arabidopsis 


Seq. No. 


272022 


Contig ID 


35395 1, RlOll 


5 '-most EST 


LIB3159-005-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl617268 


BLAST score 


240 


E value 


3.0e-24 


Match length 


123 


% identity 


54 


NCBI Description 


{Z72153) acyl CoA synthetase [Brassica napus] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



272023 

35397_1. RlOll 
LIB315 9-005-Q1-K1-D2 
BLASTX 
gl931649 



37889 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



238 

4.0e-20 

90 

57 

{U95973) DNA helicase isolog [Arabidopsis thaliana] 
272024 

35407__1,R1011 

LIB3159-005-Q1-K1-G5 

BLASTX 

gl076758 

562 

6.0e-58 

129 
85 

heat-shock protein precursor - rye >gi_2130093_pir S6577 6 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272025 

35407_2.R1011 

ntr700077122.hl 

BLASTX 

gl076758 

433 

6.0e-43 

115 

77 

heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 

Contig ID 
5 '-most EST 



272026 

35419__1.R1011 
uC-zmflb73380f06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272027 

35429_1.R1011 

clt700044014.fl 

BLASTX 

g2494264 

300 

7,0e-27 

132 
48 

HYPOTHETICAL 66, 
>gi 1651837 dbj 



0 KD GTP-BINDING PROTEIN SLR1105 
BAA16764_ {D90900) elongation factor EF-G 



[Synechocystis sp.] 
272028 

35432_1.R1011 
LIB3066-036-Q1-K1-E1 



Seq. No. 
Contig ID 



272029 

35436 l.RlOll 



37890 



-most EST 



cyk700050856.fl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272030 

35443_1.R1011 
uC-zmroteosinte066g04bl 

272031 

35443_2.R1011 

LIB3159-007-Q1-K1-A1 

BLASTX 

gl703012 

237 

2.0e-19 

246 

30 

CYTOSOLIC PURINE 5 ' -NUCLEOTIDASE >gi_107 94 8 4_pir_JC24 3 6 
5 ' -nucleotidase (EC 3.1.3.5) - human 

>gi_633071_dbj_BAA07529_ {D38524) 5 ' -nucleotidase [Homo 
sapiens] 

272032 

35462_1.R1011 
LIB3159-007-Q1-K1-B5 

272033 

35472__1.R1011 

LIB3159-007-Q1-K1-C7 

BLASTX 

g2961345 

348 

2.0e-32 

82 

82 

(AL022140) hypothetical protein [Arabidopsis thaliana] 
272034 

35472_2.R1011 

LIB3062-023-Q1-K1-E4 

BLASTX 

g2961345 

184 

2.0e-13 

47 

77 

{AL022140) hypothetical protein [Arabidopsis thaliana] 
272035 

35473__1.R1011 
xsy700208631.hl 

272036 

35473__2.R1011 
LIB3159-007-Q1-K1-C9 

272037 

35478__1.R1011 
pmx700082613.hl 



37891 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272038 

35480_1.R1011 

uC-zmflMol708 9g03bl 

BLASTX 

g3980412 

911 

3.0e-98 

368 

31 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
272039 

35480_2.R1011 

LIB3159-007-Q1-K1-D7 

BLASTX 

g4539306 

205 

5.0e-16 

72 
53 

(AL049480) pumilio-like protein [Arabidopsis thaliana] 
272040 

35482__1.R1011 

uC-zmroteosinte001d09bl 

BLASTN 

g577818 

197 

l.Oe-106 

2 62 

94 

Z.mays gene for H2B histone (gH2B4) 
272041 

35482_2.R1011 

pmx70008196Q.hl 

BLASTN 

g4234845 

425 

O.Oe+00 

457 

98 

Zea mays copia-like retrotransposon Sto-17, partial 
sequence 



Seq. No. 

Contig ID 
5 '-most EST 



272042 

35494__1.R1011 
LIB3159-007-Q1-K1-F1 



Seq. No. 
Contig ID 
5 '-most EST 



272043 

35494__2.R1011 
hvj700620332.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272044 

35506__1.R1011 
ntr700075931.hl 



37892 



Method 


BLASTX 


NCBI GI 


g3293547 


BLAST score 


233 


E value 


5.0e-19 


Match length 


246 


% identity 


33 


NCBI Description 


{AF072709) putative oxidoreductase [Streptomyces lividans 


Seq. No. 


272045 


Contig ID 


35512 l.RlOll 


5 '-most EST 


ntr700075953.hl 


Method 


BLASTX 


NCBI GI 


g4200044 


BLAST score 


201 


E value 


l,0e-15 


Match length 


128 


% identity 


35 


NCBI Description 


(AB022732) cytochrome P450 [Glycyrrhiza echinata] 


Seq. No. 


272046 


Contig ID 


35525 l.RlOll 


5 '-most EST 


LIB3159-008-Q1-K1-A2 


Seq. No. 


272047 


Contig ID 


35564 l.RlOll 


5 '-most EST 


uwc700153820.hl 


Method 


BLASTX 


NCBI GI 


g25418')6 


BLAST score 


448 


E value 


4.0e-44 


Match length 


257 


% identity 


38 


NCBI Description 


{D26015) CND41, chloroplast nucleoid DNA binding protein 




[Nicotiana tabacum] 


Seq. No. 


272048 


Contig ID 


35566 l.RlOll 


5 '-most EST 


LIB3159-008-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4490317 


BLAST score 


157 


E value 


8.0e-10 


Match length 


68 


% identity 


50 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


272049 


Contig ID 


35567 l.RlOll 


5 '-most EST 


LIB84-025-Q1-E1-H9 


Seq. No. 


272050 


Contig ID 


35571 l.RlOll 


5 '-most EST 


uC-2mflmol7303el2bl 


Seq. No. 


272051 


Contig ID 


35571 2.R1011 


5 '-most EST 


LIB84-001-Q1-E1-F6 



37893 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272052 

35571_3.R1011 
uC-zmroteosinte080h09bl 

272053 

35574_1.R1011 

pmx700087470.hl 

BLASTX 

g2160177 

816 

6.0e-87 

444 

50 

(AC000132) EST gb__R64758 comes 
thaliana] 



from this gene. [Arabidopsis 



272054 

35575^1, RlOll 

uC-zmflb73194a08b2 

BLASTX 

gl653291 

482 

2.0e-62 

251 
49 

(D90912) hypothetical protein [Synechocystis sp.] 
272055 

35579_1.R1011 
kem700610923.hl 

272056 

35583_1,R1011 

LIB3070-008-Q1-N1-H8 

BLASTX 

g3157934 

868 

2.0e-93 

201 

82 

(AC002131) Similar to hypothetical protein F09E5.8 
gb_U37429 from C. elegans. ESTs gb_T42019 and gb_N97000 
come from this gene. [Arabidopsis thaliana] 

272057 

35596_1.R1011 

uC-zmroteosinte082a05b2 

BLASTX 

g421989 

1081 

l.Oe-118 

273 
77 

serpin - barley >gi_19071_emb_CAA7 8822_ (Z15116) protein zx 

[Hordeum vulgare] >gi__444778_prf 1908213A protein Zx 

[Hordeum vulgare] 



37894 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



272058 

35599_1.R1011 
LIB3066-047-Q1-K1-C1 

272059 

35611_1.R1011 

LIB3159-009-Q1-K1-E12 

BLASTX 

g2288988 

297 

2.0e-26 

120 

43 

{AC002335) hypothetical protein [Arabidopsis thaliana] 
272060 

35615_1.R1011 
gwl700615538.hl 

272061 

35633_1.R1011 

wen700332785,hl 

BLASTX 

g4406764 

559 

2.0e-57 

177 
64 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 

272062 

35640_1.R1011 
uC-zmflb73172g06al 

272063 

35646_1.R1011 
LIB3159-010-Q1-K1-A7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272064 

35664_1.R1011 

dyk700103120.hl 

BLASTX 

g2465923 

741 

2.0e-78 

325 

48 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

272065 

35675_1.R1011 
uer700582208.hl 



Seq, No. 



272066 



37895 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35681_1.R1011 

tfd700570193.hl 

BLASTX 

g3746071 

741 

2,0e-78 

197 
70 

(AC005311) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272067 

35682_1.R1011 

cyk700051102.fl 

BLASTX 

g3482978 

375 

3.0e-36 

103 
74 

(AL031369) putative protein [Arabidopsis thaliana] 
272068 

35700^1. RlOll 

uC-zmflmol7160a08bl 

BLASTX 

g2262105 

551 

3.0e-56 

220 
50 

{AC002343) unknown protein [Arabidopsis thaliana] 
272069 

35704_1.R1011 
uC-zmflmol7168c04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272070 

35711_1.R1011 

vux700161738.hl 

BLASTX 

gl707008 

220 

l.Oe-17 

113 
42 

{U78721) 30S ribosomal protein S5 isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272071 

35716_1.R1011 
LIB3159-011-Q1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 



272072 

35722_1.R1011 
LIB3069-036-Q1-K1-F1 



37896 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272073 

35733_1.R1011 
LIB3159-011-Q1-K1-D6 

272074 

35735_2.R1011 
ymt700223623.hl 

272075 

35741^1. RlOll 
LIB189-002-Q1-E1-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272076 

35743_1.R1011 

uC-zmflmol7038a09bl 

BLASTX 

g2213626 

303 

3.0e-27 

125 

50 

(AC000103) F21J9.18 [Arabidopsis thaliana] 



272077 

35749_1.R1011 

LIB3137-040-Q1-K1-E12 

BLASTN 

g2198852 

40 

6.0e-13 

84 

87 

Zea mays cystathionine gamma-synthase 
cds 



(CGSl) gene, complete 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272078 

35759_1.R1011 
LIB3159-011-Q1-K1-G9 

272079 

35763_2.R1011 
nbm700467252.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



272080 

35772_1.R1011 
uC-zmflmol7278g09bl 

272081 

35781_1.R1011 
LIB3159-012-Q1-K1-B2 

272082 

35786_1.R1011 
LIB3159-012-Q1-K1-B9 

272083 

35799 l.RlOll 



37897 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



qmh700029801.fl 

BLASTX 

g3461835 

774 

l.Oe-82 

188 
77 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272084 

35804_1.R1011 
uC-zmflb73135al2b2 



Seq. No. 

Contig ID 
5 '-most EST 



272085 

35805_1.R1011 
LIB143-014-Q1-E1-D7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272086 

35810_1.R1011 

uC- zmf Imo 17113d07al 

BLASTX 

g2760317 

201 

l.Oe-15 

59 

63 

(AC002130) F1N21.1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272087 

35810_2.R1011 

rvl700456526.hl 

BLASTX 

g3341697 

486 

7.0e-49 

158 
57 

(AC003672) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272088 

35815_1.R1011 
uC-zmflb73158f08b2 



Seq. No. 

Contig ID 
5 '-most EST 



272089 

35815_2.R1011 
uC-zmr ob7 30 7 9b0 6bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



272090 

35815_3.R1011 

uC-zmflb73017h01bl 

BLASTX 

g3258575 

248 

7.0e-21 
66 



37898 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
272091 

35816_1.R1011 
LIB3159-012-Q1-K1-F8 

272092 

35818_1.R1011 

LIB3136-003-Q1-K1-H8 

BLASTX 

gll5815 

596 

7.0e-62 

126 

89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_1008 66_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA3937 6_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272093 

35821_1.R1011 

LIB189-025-Q1-E1-B10 

BLASTX 

g2760830 

532 

3.0e-54 

111 

86 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

272094 

35821_2.R1011 

LIB3159-012-Q1-K1-G2 

BLASTX 

g4544399 

265 

l.Oe-25 

91 
73 

{AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272095 

35824_1,R1011 

uC-zmroteosinte021g05bl 

BLASTX 

g3367571 

316 

8.0e-29 

167 
43 

(AL031135) putative protein [Arabidopsis thaliana] 



37899 



Seq. No. 
Contig ID 
5 • -most EST 



272096 

35824_2.R1011 
rvl700456346.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
.5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272097 

35829__1.R1011 
LIB3159-012-Q1-K1-H3 

272098 

35830__1.R1011 

LIB3066-019-Q1-K1-H10 

BLASTX 

g2827664 

175 

2.0e-12 

42 

71 

{AL021637) putative protein [Arabidopsis thaliana] 
>gi_2982427_emb_C7^A18236_ {AL022224) hypothetical protein 
[Arabidopsis thaliana] 

272099 

35833_1.R1011 

LIB3159-013-Q1-K1-A11 

BLASTX 

g3183106 

491 

4.0e-49 

258 

42 

PROBABLE OXALYL-COA DECARBOXYLASE >gi_1788716 (AE000325) 
putative enzyme [Escherichia coli] 

272100 

35843_1.R1011 
LIB3159-013-Q1-K1-B12 

272101 

35844_1.R1011 
LIB3159-013-Q1-K1-B2 

272102 

35846_1.R1011 
LIB3159-013-Q1-K1-B4 

272103 

35847_1.R1011 

sem700930110.hl 

BLASTX 

g2738996 

867 

2.0e-93 

248 

65 

(AF022457) CYP97B2p [Glycine max] 



Seq. No. 



272104 



37900 



Contig ID 


35856 l.RlOll 


5 '-most EST 


LIB3159-013-Q1-K1-C6 


Seq. No. 


272105 


Contig ID 


35860_1.R1011 


5 '-most EST 


uC-zmroteosinte034h04bl 


Method 


BLASTX 


NCBI GI 


_,yi A c o /" r\ 

g4455360 


BLAST score 


154 


E value 


8.0e-15 


Match length 


157 


% identity 


9 


NCBI Description 


(AL035524) putative prot 


Seq. No. 


272106 


Contig ID 


35862 l.RlOll 


5 '-most EST 


LIB3159-013-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g986969 


BLAST score 


387 


E value 


2.0e-37 


Match length 


150 


% identity 


53 


NCBI Description 


(L28005) TGACG-motif-bin 


Seq. No. 


272107 


Contig ID 


35866 l.RlOll 


5 '-most EST 


LIB84-024-Q1-E1-F6 


Method 


BLASTX 


NCBI GI 


g2130023 


BLAST score 


204 


E value 


1. Oe-15 


Match length 


105 


% identity 


41 


NCBI Description 


DNA-binding protein ABFl 




>gi 1159877 emb CAA88326 




[Avena fatua] 


Seq. No. 


272108 


Contig ID 


35878 l.RlOll 


5 '-most EST 


mwy700441373.hl 


Method 


BLASTX 


NCBI GI 


g3252807 


BLAST score 


489 


E value 


3.0e-49 


Match length 


171 


% identity 


58 


NCBI Description 


(AC004705) hypothetical 


Seq. No. 


272109 


Contig ID 


35884 l.RlOll 


5 '-most EST 


LIB3159-013-Q1-K1-F7 


Seq. No. 


272110 


Contig ID 


35885 l.RlOll 


5 '-most EST 


LIB3159-013-Q1-K1-F8 



■ wild oat (fragment) 
(Z48429) DNA-binding protein 



37901 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272111 

35891_1.R1011 

pmx700083227.hl 

BLASTX 

g2827711 

1600 

l.Oe-179 

354 

81 

(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5 '-most EST 



272112 

35899_1.R1011 
LIB3159-013-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



272113 

35901_1.R1011 
tfd700575753.hl 



Seq. No, 
Contig ID 
5 '-most EST 



272114 

35901_2.R1011 
fdz701160778,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272115 

35911_1.R1011 

uC-zmflmol734 0hl0bl 

BLASTX 

gl223579 

221 

l.Oe-17 

185 

34 

(X96481) cDNAlOl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272116 

35912_1.R1011 

ntr700073337.hl 

BLASTX 

g3859696 

144 

7.0e-09 

144 

27 

(AL0334 97) unknown hypothetical protein [Candida albicans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272117 

35919_1.R1011 

uC-zmflmol7113hllbl 

BLASTX 

g2924247 

1142 

l.Oe-125 

233 
89 

(Y07782) expansin [Oryza sativa] 



37902 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272118 

35919_3.R1011 

uC-zmflb73124c05al 

BLASTX 

g2924247 

424 

9.0e-42 

91 

88 

(Y07782) expansin [Oryza sativa] 
272119 

35927_1,R1011 

LIB3067-059-Q1-K1-H3 

BLASTX 

g2129851 

416 

2.0e-40 

219 

39 

tRNA adenylyltransf erase (EC 2.7.7.25) - white lupine 
>gi_1139585 (U15930) tRNA nucleotidyltransferase [Lupinus 
albus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272120 

35930^1. RlOll 

LIB18 9-034-Q1-E1-H1 

BLASTX 

g4103635 

227 

2.0e-18 

113 

42 

(AF026538) ABA-responsive protein [Hordeum vulgare] 



272121 

35940_1.R1011 

ymt700220233.hl 

BLASTX 

g4336205 

584 

5.0e-60 

256 
48 

(AF077372) cytochrome b5 reductase 



[Zea mays] 



272122 

35941__2.R1011 
ymt700219961.hl 

272123 

35966_1.R1011 
LIB3159-016-Q1-K1-B2 



Seq. No. 
Contig ID 
5 '-most EST 



272124 

35972_1.R1011 
LIB3159-016-Q1-K1-B4 



37903 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272125 

35973_1.R1011 

xmt700267968.hl 

BLASTX 

gll68750 

303 

3.0e-27 

172 
36 

CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 
SUBUNIT) >gi_458230 {U04380) calcineurin B [Naegleria 
gruberi] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272126 

35974_1.R1011 

nwy700443423.hl 

BLASTX 

gl330343 

361 

3.0e-34 

113 
60 

(U58755) C34D4.12 gene product [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272127 

35980_1.R1011 

clt700044849.fl 

BLASTX 

g3386548 

248 

6.0e-21 

184 

35 

(AF079504) H-protein promoter binding factor-2b 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272128 

35985_2.R1011 

LIB3159-016-Q1-K1-C9 

BLASTX 

gl296805 

394 

5.0e-67 
163 
82 

(X90929) 
vulgare] 



C-terminai peptidase of the Dl protein [Hordeum 



Seq. No. 

Contig ID 
5 '-most EST 



272129 

35998_1.R1011 
LIB3159-016-Q1-K1-F1 



Seq. No. 

Contig ID 
5 '-most EST 



272130 

36008_1.R1011 
LIB3159-016-Q1-K1-G1 



37904 



Seq. No. 
Contig ID 
5 '-most EST 



272131 

36008_2,R1011 
uC-zmflmol7220fl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



272132 

36019_1.R1011 
uC-zmf lm01708 6c01br 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272133 

36019_2.R1011 

dyk700104408.hl 

BLASTX 

gl352057 

252 

2.0e-21 

88 
59 

AUXIN-INDUCED PROTEIN IAA4 >gi_62 9633_pir S39075 

auxin-induced protein - garden pea >gi_414181_emb_CAA48297_ 
(X68215) auxin-induced protein [Pisum sativum] 

272134 

36033_1.R1011 

LIB3059-04 0-Q1-K1-G3 

BLASTX 

g3805770 

228 

l.Oe-18 

102 

44 

(U78721) ETTIN protein [Arabidopsis thaliana] 
272135 

36034_1.R1011 
LIB3060-015-Q1-K1-E9 



Seq. No. 

Contig ID 
5 '-most EST 



272136 

36037_1.R1011 
LIB3159-017-Q1-K1-B2 



Seq. No. 
Contig ID 
5 '-most EST 



272137 

36038_1.R1011 
LIB3180-045-P2-M2-H5 



Seq. No. 
Contig ID 
5 '-most EST 



272138 

36044__1.R1011 
uC-zmflmol7131h02al 



Seq. No, 
Contig ID 
5 '-most EST 



272139 

36044_2.R1011 
uC-zmromol7026h07al 



Seq. No. 
Contig ID 
5 '-most EST 



272140 

36044_3,R1011 
uC-zmflb73076e06b2 



Seq. No. 



272141 



37905 



Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



36052_1.R1011 
LIB3159-017-Q1-K1-D1 

272142 

36052__2.R1011 

cjh700196148.hl 

BLASTX 

g3461820 

256 

4.0e-24 

158 

45 

(AC004138) unknown protein [Arabidopsis thaliana] 
272143 

36052_3.R1011 
uC-zmflb73151d08a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272144 

36064_1.R1011 

uC-zmflb73017dl0bl 

BLASTX 

g2244866 

847 

9,0e-91 

247 

65 

{Z97337) hypothetical protein [Arabidopsis thaliana] 
272145 

36064_2.R1011 

uC-zmroteosinte020f 06bl 

BLASTX 

g2244866 

270 

l.Oe-23 

89 

54 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
272146 

36064_3.R1011 

uwc700150844.hl 

BLASTX 

g2244866 

185 

5.0e-14 

57 

61 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
272147 

36066_1.R1011 

ypc700800741.hl 

BLASTX 

g4325339 

1315 



37906 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



l.Oe-145 

348 

65 

(AF1283921 



No definition line found [Arabidopsis thaliana] 



272148 

36087_1.R1011 

uC-zmflb73264e09bl 

BLASTX 

g3395758 

461 

8.0e-46 

164 

55 

{U7 6300) unknown [Arabidopsis thaliana] 
272149 

36092_1,R1011 

uC-zmflmol7263f05bl 

BLASTX 

g3128218 

1274 

l.Oe-140 

378 

67 

(AC004077) putative endl3 protein [Arabidopsis thaliana] 
272150 

36095_1.R1011 
LIB3059-036-Q1-K1-B5 

272151 

36102_1.R1011 
xtd700282282.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272152 

36105_1.R1011 

hvj700620740.hl 

BLASTX 

g3138972 

631 

l.Oe-108 

360 

60 

(AF038505) dihydrolipoylacyltransferase subunit of the 
branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 

272153 

36105_2.R1011 

fC-zmro700571675al 

BLASTX 

g3138972 

436 

3.0e-43 

137 

66 



37907 



NCBI Description 



(AF038505) dihydroiipoylacyltransf erase subunit of the 
branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272154 

36105_3.R1011 

uC-zmflb73098allbl 

BLASTX 

g3138972 

380 

8.0e-46 

146 

68 

(AF038505) dihydroiipoylacyltransf erase subunit of the 
branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 

272155 

36111_1.R1011 
LIB3159-018-Q1-K1-B8 



Seq, No. 
Contig ID 
5 '-most EST 



272156 

36123_1.R1011 
LIB315 9-018-Q1-K1-D1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



272157 

36137_1.R1011 

LIB3069-009-Q1-K1-C4 

BLASTX 

g3858935 

823 

5,0e-88 

220 
72 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi__4 103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 

272158 

36139_1.R1011 

uC-zmf lb7 32 62b0 3b3 

BLASTX 

g4512649 

1036 

l.Oe-113 

261 

71 

(AC007048) hypothetical protein [Arabidopsis thaliana] 
272159 

36140_1.R1011 

xyt700346830.hl 

BLASTX 

g2842648 

216 

4.0e-17 



37908 



Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



94 
46 

U2 SMALL NUCLEAR RIBONUCLEOPROTEIN AUXILIARY FACTOR 35 KD 

SUBUNIT RELATED-PROTEIN 2 >gi_2137782_pir ^A57120 small 

nuclear ribonucleoprotein auxiliary factor U2 - mouse 
>gi_927659_dbj_BAA08143_ (D45205) U2afl-rs2 [Mus musculus] 

272160 

36146_1.R1011 
LIB3159-018-Q1-K1-G1 



Seq. No. 

Contig ID 
5 '-most EST 



272161 

36148_1.R1011 
LIB3159-018-Q1-K1-G4 



Seq. No, 
Contig ID 
5 '-most EST 



272162 

36152_1.R1011 
uC-zmflb73136d03bl 



Seq, No. 
Contig ID 
5 '-most EST 



272163 

36154_1.R1011 
cat700020395.rl 



Seq, No. 
Contig ID 
5 '-most EST 



272164 

36155_1.R1011 
LIB3060-013-Q1-K1-B12 



Seq. No. 

Contig ID 
5 '-most EST 



272165 

36174_1.R1011 
LIB3159-019-Q1-K1-C10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272166 

36187_1.R1011 

uC-zmflb73040b02bl 

BLASTX 

gl871192 

330 

4.0e-54 

243 
51 

{U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272167 

36191_1.R1011 

LIB3159-019-Q1-K1-E3 

BLASTX 

gl68445 

297 

7.0e-27 

97 

60 

(L00973) acidic class I chitinase 
272168 

36202__1.R1011 
clt700041638.fl 



;Zea mays] 



37909 



Seq. No, 


272169 


Contig ID 


36203 l.RlOll 


5 '-most EST 


LIB3067-034-Q1-K1-F5 


Metnoa 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA c. 


Seq. No. 


272170 


Contig ID 


36203 2.R1011 


5 '-most EST 


cat700019373,rl 


Method 


BLASTX 


NCBI GI 


g4056428 


BLAST score 


222 


E value 


4.0e-18 


Match length 


78 


% identity 


63 


NCBI Description 


(AC005322) Similar to 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



from Beta vulgaris and a member of sugar transporter family 
PF_00083. [Arabidopsis thaliana] 

272171 

36204__1.R1011 

wyr700237333.hl 

BLASTX 

g3377822 

543 

3.0e-55 

243 

51 

(AF07 6275) contains similarity to Caenorhabditis elegans 
MEL-26 (GB:U67737) [Arabidopsis thaliana] 

272172 

36213_1.R1011 

LIB30 68-05 9-Ql-Kl-AlO 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272173 

36213_2.R1011 

ymt700218955.hl 

BLASTX 

gll71747 

685 

6.0e-72 

194 
65 

PROLIFERATING-CELL NUCLEOLAR ANTIGEN P120 
(PROLIFERATION-ASSOCIATED NUCLEOLAR PROTEIN P120) 

>gi_482505_pir ^A48168 prolif erating-cell nucleolar antigen 

P120 - human >gi_287723_emb_CAA39119__ (X55504) P120 antigen 
[Homo sapiens] 



Seq. No. 



272174 



37910 



Contig ID 
5 '-most EST 



36214_1.R1011 
LIB143-020-Q1-E1-A10 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272175 

36218_1.R1011 

uC-zmflmol7202c03bl 

BLASTN 

g902585 

40 

l.Oe-12 

72 

89 

Zea mays clone MubG9 ubiquitin gene, 
272176 

36225^1. RlOll 
xmt700262525.hl 



complete cds 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272177 

36226_1.R1011 
wyr700240804.hl 

272178 

36227_1.R1011 

LIB3159-020-Q1-K1-A3 

BLASTX 

g4006886 

406 

2.0e-39 

210 
59 

(Z99708) putative protein [Arabidopsis thaliana] 
272179 

36230_1.R1011 
LIB3159-020-Q1-K1-A6 

272180 

36234_1.R1011 

xjt700096110.hl 

BLASTX 

g2791278 

626 

6.0e-65 

377 

36 

(Z69257) beta-xylosidase [Hypocrea jecorina] 
272181 

36239_1.R1011 

xjt700095668.hl 

BLASTX 

g3136313 

1190 

l.Oe-131 

242 

89 



37911 



NCBI Description 



(AF062735) soluble acid invertase [Saccharum officinarum] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272182 

36248_1.R1011 
LIB3059-04 4-Q1-K1-H7 

272183 

36248_2.R1011 

LIB3137-013-Q1-K1-D9 

BLASTX 

g3702343 

602 

5.0e-62 

336 

41 

{AC005397] 
thaliana] 



putative homeotic gene regulator [Arabidopsis 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272184 

36254_1,R1011 

uwc700151624.hl 

BLASTX 

g4512263 

1001 

l.Oe-109 

267 
74 

(AB018526) H+/Ca2+ exchanger 2 [Ipomoea nil] 
272185 

36268_1.R1011 

LIB3159-020-Q1-K1-F7 

BLASTX 

g731485 

484 

2.0e-48 

251 

40 

HYPOTHETICAL 62,3 KD PROTEIN IN PTP3-ILV1 INTERGENIC REGION 

>gi_1077677__pir S50585 hypothetical protein YER082c - 

yeast (Saccharomyces cerevisiae) >gi_603320 (U18839) 
Yer082cp [Saccharomyces cerevisiae] 

272186 

36281_1.R1011 
LIB3159-020-Q1-K1-H2 

272187 

36283_1.R1011 

uC- zmrob7 3 0 1 9a0 Ibl 

BLASTX 

g2813966 

435 

2.0e-42 

337 

34 

(Z97053) placental protein Diff33 [Homo sapiens] 



37912 



>gi_4 5 4 5 2 1 9_gb_AAD2 2 4 4 8 . 1_ 
sapiens] 



(AF112227) TDE homolog [Homo 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272188 

36296_1.R1011 

uC-zmflm017205hl0bl 

BLASTX 

g4262234 

692 

6.0e-73 

210 
60 

(AC006200) unknown protein [Arabidopsis thaliana] 
272189 

36296_2.R1011 

wty700164341.hl 

BLASTX 

g4262234 

159 

3.0e-16 

59 
62 

(AC006200) unknown protein [Arabidopsis thaliana] 
272190 

36307_1.R1011 

tfd700572370.hl 

BLASTX 

g3834323 

240 

5.0e-20 

154 

35 

(AC00567 9) F9K20.25 [Arabidopsis thaliana] 
272191 

36308_1.R1011 

xsy700217478.hl 

BLASTX 

g2182029 

1891 

O.Oe+00 

399 

91 

(Y13437) shaggy-like kinase etha [OSKetha) [Oryza sativa] 
272192 

36309_1.R1011 
LIB3159-021-Q1-K1-C5 

272193 

36312_1.R1011 

gct701176853.hl 

BLASTX 

g3924604 

429 



37913 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



3.0e-42 

167 

53 

(AF069442) putative leucine-rich repeat protein 
[Arabidopsis thaliana] 

272194 

36315__1.R1011 
LIB3159-021-Q1-K1-D3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272195 

36320_1.R1011 

LIB3159-021-Q1-K1-E10 

BLASTX 

g3445204 

585 

3.0e-60 

173 

64 

(AC004786) 
thaliana] 



putative GTP-binding protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



272196 

36341_1.R1011 
uC-zmflmol7181d06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value i 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



272197 

36348_1.R1011 

wen700333103.hl 

BLASTX 

g4522009 

753 

4.0e-82 

275 

60 

(AC007069) unknown protein [Arabidopsis thaliana] 
272198 

36349__1.R1011 

rvl700454585.hl 

BLASTX 

g550542 

1551 

l.Oe-173 

316 
96 

(X81831) cytochrome P450 [Zea mays] 

>gi_1850903_emb_CAA72196_ (Y11368) cytochrome p450 [Zea 
mays] 

272199 

36349_2.R1011 

LIB3136-023-Q1-K1-H9 

BLASTX 

g550542 

335 

6.0e-59 



37914 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
90 

(X81831) cytochrome P450 [Zea mays] 

>gi__1850903_emb_CAA72196_ (Y11368) cytochrome p450 [Zea 
mays] 

272200 

36357_1.R1011 

uC-zmflb73142d05bl 

BLASTX 

g2827631 

746 

5.0e-79 

254 
57 

(AL021636) putative protein [Arabidopsis thaliana] 
272201 

36357_2.R1011 

fC-2mle700444014al 

BLASTX 

g2827631 

208 

2,0e-16 

79 

52 

(AL021636) putative protein [Arabidopsis thaliana] 
272202 

36357_3.R1011 

rvl700456423.hl 

BLASTX 

g2827631 

180 

2.0e-24 

106 

58 

(AL021636) putative protein [Arabidopsis thaliana] 
272203 

36363_1.R1011 

LIB3179-001-P1-K1-B4 

BLASTX 

g2460203 

156 

2,0e-10 

73 

47 

(AF021244) 
thaliana] 



coronatine-induced protein 1 [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



272204 

36364_1.R1011 
tfd700572187.hl 



Seq, No. 

Contig ID 



272205 

36367 l.RlOll 



37915 



5 '-most EST 



LIB317 9-001-P1-K2-D1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272206 

36370_1.R1011 

nwy700443859,hl 

BLASTX 

g2118425 

221 

6.0e-18 

63 

71 

subtilisin/chymotrypsin inhibitor - maize 

>gi_475253_emb_C7\A55588_ (X78988) proteinase inhibitor [Zea 
mays] >gi_475922___emb_CAA4 9593__ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57 677_ (X82187) 
substilin /chymotrypsin-like inhibitor [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



272207 

36384^1. RlOll 
xsy700217778.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272208 

36387_1.R1011 

LIB3060-006-Q1-K1-B12 

BLASTX 

g4206195 

401 

l.Oe-38 

162 
52 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb__AAD144 69_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272209 

36396_1.R1011 

uC-zmflMol7013f07bl 

BLASTX 

gl723125 

362 

3.0e-34 

121 

60 

HYPOTHETICAL 27.8 KD PROTEIN SLL0194 

>gi_1001604__dbj_BAA10232_ (D64000) hypothetical protein 
[Synechocystis sp. ] 



Seq, No. 
Contig ID 
5 '-most EST 



272210 

36396_2.R1011 
uC-zmflb73057a02bl 



Seq. No. 

Contig ID 
5 '-most EST 



272211 

36410_1.R1011 
uC-zmflmol7377b08al 



Seq. No. 

Contig ID 



272212 

36486 l.RlOll 



37916 



5 '-most EST 



LIB317 9-002-P1-K2-A10 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272213 

36489_1.R1011 
cjh700193217.hl 

272214 

36503_1.R1011 
nbm700471422.hl 

272215 

36504_1.R1011 

nbm700466555.hl 

BLASTX 

g3287494 

465 

2.0e-46 

135 

73 

(D78504) similar to yeast SRPl [Oryza sativa] 



272216 

36509_1.R1011 

LIB317 9-002-P1-K2-E8 

BLASTX 

g298750 

921 

l.Oe-100 

171 

99 

photosystem I reaction center 
bicolor, Qiuji No. 5, Peptide 



protein psaA product [Sorghum 
Chloroplast, 750 aa] 



272217 

36511_1.R1011 

LIB317 9-002-P1-K2-E3 

BLASTX 

g2058313 

334 

4.0e-31 

100 
62 

(X97433) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
272218 

36514_1.R1011 
LIB3060-054-Q1-K1-F4 

272219 

36514_2.R1011 

LIB3060-002-Q1-K2-G8 

BLASTX 

g3643602 

223 

4.0e-18 

131 

40 



37917 



NCBI Description 



(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272220 

36515_1.R1011 

LIB36-009-Q1-E1-C1 

BLASTX 

g560610 

191 

3.0e-14 

55 

58 

trypsin inhibitor, WTI [Triticum aestivuia=wheat , variety 
San Pastore, endosperm. Peptide, 71 aa] 



Seq. No. 
Contig ID 
5 '-most EST 



272221 

36525_1.R1011 
LIB317 9-002-P1-K2-H2 



Seq. No. 

Contig ID 
5 '-most EST 



272222 

36527_1.R1011 
wty700165231.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272223 

36527_2.R1011 
wty700163559.hl 



Seq, No. 

Contig ID 
5 '-most EST 



272224 

36527_3.R1011 
wty700171522.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272225 

36527__4.R1011 
wty700163175.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272226 

36558_1.R1011 

uC-zmflb73131al0b2 

BLASTX 

g3046815 

511 

9.0e-52 

149 

61 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272227 

36558_2.R1011 

uC-2mflb73018g07bl 

BLASTX 

g3080353 

619 

4.0e-64 

177 
64 

(AL022580) cytochrome P450 [Arabidopsis thaliana] 



37918 





Seq. No. 


272228 




Contig ID 


36558 3.R1011 




5 '-most EST 


LIB3069-002-Q1-K1-D10 




Method 


BLASTX 




NCBI GX 


gJ4 bl 0 4 y 




BLAST score 


212 




E value 


8.0e-17 




Match length 


120 




% identity 


42 




NCBI Description 


(AC005315) putative c 




Seq. No. 


272229 




Contig ID 


36632 l.RlOll 




5 '-most EST 


LIB3179-019-P1-K1-B4 




Seq. No. 


272230 




Contig ID 


36633 l.RlOll 




5 '-most EST 


LIB83-007-Q1-E1-F11 




Method 


BLASTN 


if\ 


NCBI GI 


gl935046 


ff^ 


BLAST score 


35 


01 


E value 


5 . Oe-10 




Match length 


99 




% identity 


84 


O 


NCBI Description 


Zea mays helix-loop-h 






(R-d:Catspaw allele) 


~" * 




cds 




Seq. No. 


272231 




Contig ID 


36634 l.RlOll 


L™L 


5 '-most EST 


LIB3117-013-Q1-K1-D1 




Seq. No. 


272232 




Contig ID 


36637 l.RlOll 




5 '-most EST 


LIB317 9-019-P1-K1-C8 




Method 


BLASTX 




NCBI GI 


g4006881 




BLAST score 


157 




E value 


7.0e-17 




Match length 


60 




% identity 


75 



R 



NCBI Description (Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272233 

36648_1.R1011 

pmx700082112.hl 

BLASTX 

g2736186 

1288 

l.Oe-142 

355 
72 

(AF024 623) galactose kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272234 

36649_1.R1011 
LIB3179-019-P1-K1-H9 



37919 



Seq. No. 
Contig ID 
5 '-most EST 



272235 

36652__1.R1011 
tzu700203042.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272236 

36652_2.R1011 

wyr700236381.hl 

BLASTX 

g2618699 

187 

6.0e-14 

143 

29 

(AC002510) unknown protein [Arabidopsis thaliana] 
272237 

36652_3.R1011 
LIB3136-044-P1-K1-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272238 

36664_1.R1011 

LIB317 9-020-P1-K1-E12 

BLASTX 

g2499613 

304 

2.0e-27 

90 
62 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG MMK2 
>gi_1204129_emb_CAA57719_ (X822 68) protein kinase [Medicago 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 



272239 

36689_1.R1011 

LIB3137-058-Q1-K1-G10 

BLASTX 

gl206013 

614 

9.0e-77 

193 
69 

(U44087) beta-D-glucosidase precursor [Zea mays] 
272240 

36694_1.R1011 

LIB3060-025-Q1-K1-D6 

BLASTX 

g3033382 

449 

2.0e-44 

145 

59 

(AC004238) unknown protein [Arabidopsis thaliana] 
272241 

36698 l.RlOll 



37920 



5 '-most EST 



LIB317 9-022-P1-K1-C9 



Seq. No. 

Contig ID 
5^ -most EST 



272242 

36710__1.R1011 
uC-zmflb73226allbl 



Seq. No. 
Contig ID 
5 '-most EST 



272243 

36729_1.R1011 
LIB3180-001-P1-M1-B11 



Seq. No. 
Contig ID 
5 '-most EST 



272244 

36731_1.R1011 
LIB3180-001-P1-M1-B2 



Seq. No. 
Contig ID 
5 '-most EST 



272245 

36735_1.R1011 
LIB3180-043-P2-M2-B10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272246 

36737_1.R1011 

LIB3180-001-P1-M1-B9 

BLASTX 

g2160694 

638 

l.Oe-66 

213 

57 

(U73528) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272247 

36743_1.R1011 
LIB3180-001-P1-M1-C3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272248 

36745_1.R1011 

LIB3180-001-P1-M1-C5 

BLASTX 

g3258571 

198 

l.Oe-25 

93 
68 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
272249 

36748__1.R1011 

LIB3180-001-P1-M1-C8 

BLASTX 

g3015488 

152 

l.Oe-09 

110 

39 

(U58474) receptor-like protein kinase [Lycopersicon 
esculentum] 



37921 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272250 

36749__1.R1011 

LIB3180-001-P1-M1-C9 

BLASTX 

g283035 

392 

6,0e-38 

95 

84 

chaperonin hsp60 - maize >gi_22248_emb_C7\A78 100_ 
mitochondrial chaperonin-60 [Zea mays] 



(Z12114) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272251 

36752_1,R1011 

vvh700281961.h2 

BLASTX 

g4469012 

152 

l.Oe-09 

58 

53 

{AL035602) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272252 

36756__1.R1011 
uC-zmflMol7005b07bl 



Seq, No. 

Contig ID 
5 '-most EST 



272253 

36760_1.R1011 
uC-zmflb73011c07bl 



Seq. No. 
Contig ID 
5 '-most EST 



272254 

36760_2.R1011 

LIB30 68-02 8-Ql-Kl-Hll 



Seq. No. 
Contig ID 
5 '-most EST 



272255 

36766_1.R1011 
LIB3180-001-P1-M1-E6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272256 

36790_1.R1011 

LIB143-018-Q1-E1-A7 

BLASTX 

g4008339 

190 

3.0e-14 

92 
46 

(Z19152) similar to Hydrolase; cDNA EST EMBL:T00652 comes 
from this gene; cDNA EST EMBL:T00998 comes from this gene; 
cDNA EST yk217d2.5 comes from this gene; cDNA EST yk282g2.3 
comes from this gene; cDNA EST yk282g2.5 comes fro 



Seq. No. 

Contig ID 
5 '-most EST 



272257 

36791__1.R1011 
LIB3180-001-P1-M1-H12 



37922 



Seq. No. 

Contig ID 
5 '-most EST 



272258 

36795_1.R1011 
LIB3180-001-P1-M1-H9 



Seq. No. 
Contig ID 
5 '-most EST 



272259 

36804_1.R1011 
LIB3180-002-P1-M1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272260 

36809_1.R1011 

uC-zmflmol7317f04al 

BLASTX 

g3914212 

199 

4.0e-15 

102 

41 

5-OXOPROLINASE ( 5-OXO-L-PROLINASE ) ( PYROGLUTAMASE) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 

272261 

36816_1.R1011 
LIB143-062-Q1-E1-D3 

272262 

36818_1.R1011 

uC-zmflb73205cl2b2 

BLASTX 

g2708750 

187 

9.0e-14 

169 
34 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



272263 

36826_1.R1011 

ceu700429627.hl 

BLASTX 

g2204242 

171 

6.0e-12 
114 

39 

{Z69999) lectin 



3 [Phaseolus lunatus] 



272264 

36831_1.R1011 

yne700379438.hl 

BLASTX 

g3184098 

601 

4 ,0e-77 

321 

50 



37923 



NCBI Description 



{AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272265 

36842_1.R1011 
qmh700028034.fl 



.RlOll 

-002-P1-M1-E8 



272266 
36846_1. 
LIB3180- 
BLASTX 
g2129656 
437 

2.0e-43 

124 

70 

OBP33pep protein - Arabidopsis thaliana (fragment) 
>gi_1022801 (U37699) OBP33pep [Arabidopsis thaliana] 

272267 

36848_1. RlOll 

wyr700236144.hl 

BLASTX 

g2341032 

424 

3.0e-41 

181 

45 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

272268 

36851_1. RlOll 

LIB3180-002-P1-M1-F2 

BLASTX 

g4063752 

301 

3.0e-27 

110 

58 

(AC005851) unknown protein [Arabidopsis thaliana] 
>gi_4510410_gb_AAD21496. 1__ (AC006929) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272269 

36857_1. RlOll 

uC- zmr ob7 3019e04bl 

BLASTX 

gl688072 

185 

2.0e-13 
44 

77 

(U41369) biotin holocarboxylase synthetase [Arabidopsis 
thaliana] 



Seq. No, 



272270 



37924 



# 



Contig ID 
5 '-most EST 



36867_1.R1011 
LIB3067-053-Q1-K1-D8 



Seq. No. 

Contig ID 
5 '-most EST 



272271 

36867_2.R1011 
rvt700549602.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272272 

36867_3.R1011 
LIB3068-051-Q1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272273 

36868__1.R1011 

LIB3180-002-P1-M1-H1 

BLASTX 

g3023436 

340 

7.0e-32 

116 

58 

CAFFEOYL-COA 0-METHYLTRANSFERASE ( TRANS -CAFFEOYL-COA 
3-0-METHYLTRANSFERASE) (CCOAMT) (CCGAOMT) >gi_857578 
(U27116) caffeoyl-CoA 3-0-methyltransf erase [Populus 
tremuloides] 



Seq. No. 

Contig ID 
5 '-most EST 



272274 

36870_1.R1011 
LIB3180-002-P1-M1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



272275 

36874_1.R1011 
zla700379671.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272276 

36880_1.R1011 
uC-zmroteosinte072e05b2 



Seq. No. 
Contig ID 
5 '-most EST 



272277 

36880^2. RlOll 
uC-zmflb73208d03bl 



Seq. No. 
Contig ID 
5 '-most EST 



272278 

36888_1.R1011 
LIB36-022-Q1-E1-A1 



Seq. No. 
Contig ID 
5 '-most EST 



272279 

36888_2.R1011 
tzu700204703.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



272280 

36898_1.R1011 

uC-zmflmol7195hl2bl 

BLASTX 

g2244835 

1259 

l.Oe-139 
364 



37925 



% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
272281 

36898^2. RlOll 

uC-zmflmol7161b07bl 

BLASTX 

g2244835 

256 

3.0e-41 

191 

70 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
272282 

36901_1.R1011 

LIB3180-003-P2-M1-C8 

BLASTX 

g3860256 

246 

6.0e-21 

120 

47 

(AC005824) putative tRNA isopentenylpyrophosphate 
transferase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272283 

36921_1.R1011 

xmt700262123.hl 

BLASTX 

g4103324 

815 

2.0e-87 
178 



(AF022716) 
tuberosum] 



GDP-mannose pyrophosphorylase [Solanum 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272284 

36921_2,R1011 

LIB3180-013-P2-M1-D5 

BLASTX 

g4103324 

340 

9.0e-32 
77 



(AF022716) 
tuberosum] 



GDP-mannose pyrophosphorylase [Solanum 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



272285 

36937_1.R1011 

gwl700613187.hl 

BLASTX 

gll3178 

267 

2.0e-25 



37926 



Match length 

% identity 

NCBI Description 



204 
38 

ACYLAMINO-ACID-RELEASING ENZYME (ACYL-PEPTIDE HYDROLASE) 
(APH) (ACYLAMINOACYL-PEPTIDASE) >gi_91923_pir S07 624 

acylartiinoacyl -peptidase (EC 3.4.19.1) - rat >gi_202932 
(J04733) acyl-peptide hydrolase [Rattus norvegicus] 



Seq. No. 


272286 


Contig ID 


36953 l.RlOll 


5 '-most EST 


xsy700217178.hl 


Seq. No. 


272287 


Contig ID 


obyc>4 i.Kiuii 


5 '-most EST 


ntr700073252.hl 


Seq. No. 


272288 


Contig ID 


Jbybo i.Riuli 


5 '-most EST 


ntr700073158.hl 


Method 


BLASTX 


NCBI GI 


g4586253 


BLAST score 


147 


E value 


9.0e-09 


Match length 


196 


% identity 


29 


NCBI Description 


{AL04 9640) auxilin-li 


Seq. No. 


272289 


Contig ID 


36973 l.RlOll 


5 '-most EST 


xyt700343036.hl 


Seq. No. 


272290 


Contig ID 


36992 l.RlOll 


5 '-most EST 


uC-zmflb73068bllbl 


Method 


BLASTX 


NCBI GI 


g3820531 


BLAST score 


345 


E value 


2.0e-32 


Match length 


95 


% identity 


63 


NCBI Description 


{AF072736) beta-gluco 


Seq. No. 


272291 


Contig ID 


36995 l.RlOll 


5 '-most EST 


uC-zmflmol7175a03bl 


Method 


BLASTX 


NCBI GI 


gl903034 


BLAST score 


696 


E value 


4.0e-73 


Match length 


342 


% identity 


42 


NCBI Description 


(X94 625 ) amp-binding 


Seq. No. 


272292 


Contig ID 


36995 2.R1011 


5 '-most EST 


LIB3180-004-P2-M1-G6 


Method 


BLASTX 


NCBI GI 


gl903034 



37927 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178 

7.0e-13 

91 

42 

(X94 625) amp-binding protein [Brassica napus] 
272293 

37019__1.R1011 

uC-zmroteosinte051e04b2 

BLASTX 

gl220453 

312 

7.0e-42 

194 

44 

(M79328) alpha-amylase [Solanum tuberosum] 
272294 

37042_1.R1011 

ymt700220693.hl 

BLASTX 

g3935168 

638 

2.0e-66 

253 
53 

(AC004557) F17L21.11 [Arabidopsis thaliana] 
272295 

37043_1.R1011 

LIB3180-005-P2-M1-D6 

BLASTX 

g435805 

183 

l.Oe-13 

73 
48 

(S66176) 
elegans. 



UNC-18=vesicle transport protein [Caenorhabditis 
Peptide, 591 aa] [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



272296 

37048_1.R1011 
uwc700152164.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272297 

37049_1.R1011 

LIB3067-059-Q1-K1-C3 

BLASTX 

g4512659 

460 

2.0e-45 

164 

61 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi__4 544 4 65_gb_AAD22372.1_AC006580__4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 



37928 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272298 

37050_1.R1011 

LIB3180-005-P2-M1-E3 

BLASTX 

g2934902 

292 

2.0e-26 

104 

58 

(AF039304) cpSecY [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272299 

37068__1.R1011 

LIB3067-047-Q1-K1-G4 

BLASTX 

g4587987 

593 

l.Oe-61 

141 
77 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272300 

37088_1.R1011 
LIB3180-007-P2-M1-B2 



Seq. No. 

Contig ID 
5 '-most EST 



272301 

37096_1.R1011 
LIB3180-007-P2-M1-C12 



Seq. No. 
Contig ID 
5 '-most EST 



272302 

37137_1.R1011 
LIB3180-007-P2-M1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272303 

37165_1.R1011 

uC-zmflmol7 07 6b01bl 

BLASTX 

g4539453 

240 

4 .Oe-20 

65 

65 

(AL04 9500) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272304 

37206_1.R1011 
LIB3180-008-P2-M1-H9 



Seq. No. 

Contig ID 
5 '-most EST 



272305 

37229_1.R1011 
pwr700453694,hl 



Seq. No. 
Contig ID 
5 '-most EST 



272306 

37231_1.R1011 
uwc700153575,hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3184283 

762 

3.0e-81 

207 
71 

(AC004136) 
thaliana] 



putative TBP-binding protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



272307 

37237_1.R1011 
xsy700212263,hl 

272308 

37247_1.R1011 

uC-zmflB73046fl2bl 

BLASTX 

gl084442 

723 

2.0e-76 

202 
64 

cellulase (EC 3.2.1.4) - European elder 
>gi_575404_emb_CAA52343_ (X74290) cellulase 
nigra] 

272309 

37259_1.R1011 
uC-zmroteosinte092h09b2 



[Sambucus 



Seq. No. 
Contig ID 
5 '-most EST 



272310 

37262_1.R1011 
LIB3180-009-P2-M1-G3 



Seq. No. 
Contig ID 
5 '-most EST 



272311 

37280_1.R1011 
LIB3180-010-P2-M1-A6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



272312 

37309_1.R1011 

uC-zmroteosintel08b01b3 

BLASTX 

g3093294 

409 

6.0e-40 

139 

54 

(Y12782) putative villin [Arabidopsis thaliana] 
272313 

37314_1.R1011 
nbm700468075.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



272314 

37320_1.R1011 

LIB3180-010-P2-M1-E9 

BLASTX 



37930 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4309728 
571 

5.0e-59 

126 

88 

(AC006439) putative ADP-ribosylation factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272315 

37339__1.R1011 

uC-zinflb7 3226g03bl 

BLASTX 

g3786011 

250 

3.0e-36 

186 
49 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272316 

37339_3.R1011 

pmx700084340.hl 

BLASTX 

g2160184 

183 

2.0e-13 

82 

55 

(AC000132) ESTs gb__H37208 , gb_H36853 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272317 

37345_1.R1011 
LIB3180-011-P2-M1-B12 



Seq. No. 
Contig ID 
5 '-most EST 



272318 

37354_1.R1011 
LIB3180-011-P2-M1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272319 

37356_1.R1011 

LIB3180-011-P2-M1-C11 

BLASTX 

g3953465 

295 

8.0e-27 

97 

65 

(AC002328) F20N2,10 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272320 

37370_1.R1011 

LIB3180-011-P2-M1-D4 

BLASTX 

g3859116 

395 



37931 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 



3.0e-38 

115 

64 

(AF031609) unknown [Oryza sativa] 
272321 

37374_1.R1011 

uer700577927.hl 

BLASTX 

g4503375 

430 

3.0e-42 

182 
46 

dihydropyr imi dina s e >gi_3 12 2 0 4 9_sp_Ql 4 1 1 7_DP YS_HUMAN 
DIHYDROPYRIMIDINASE (DHPASE) (HYDANTGINASE) (DHP) 
>gi_1330236_dbj_BAA11189_ (D78011) dihydropyrimidinase 
[Homo sapiens] >gi_3608122_dbj_BAA33067_ (AB004678) 
dihydropyrimidinase [Homo sapiens] 

272322 

37379_1.R1011 
uC-zmflb73278d09bl 



Seq. No. 
Contig ID 
5 '-most EST 



272323 

37384_1.R1011 
LIB3117-007-Q1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 



272324 

37390_1,R1011 
LIB3180-011-P2-M1-F7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272325 

37395_1.R1011 

uC- zmf lb7 3 0 6 6bl Obi 

BLASTX 

g4521249 

509 

l.Oe-51 

129 

75 

[AB013912) DNA helicase [Mus musculus] 
272326 

37395_2.R1011 

uC-zmrob73077dl2bl 

BLASTX 

g4521249 

429 

2.0e-42 

118 
69 

(AB013912) DNA helicase [Mus musculus] 
272327 

37411__1.R1011 
LIB3180-023-P2-M1-E10 



37932 



(I 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056421 

686 

2.0e-72 

178 
74 

{AC005322) Similar to gb_Z30094 basic transcripion factor 
2, 44 kD subunit from Homo sapiens. EST gb_W4 3325 comes 
from this gene. [Arabidopsis thaliana] 

272328 

37444__1.R1011 
uC-zmflb73053b08b2 

272329 

37451_1.R1011 

LIB3069-021-Q1-K1-C10 

BLASTX 

g3063453 

237 

2.0e-22 

226 
38 

(AC003981) F22013.15 [Arabidopsis thaliana] 



272330 

37464_1.R1011 

ymt700220649.hl 

BLASTX 

g2253010 

1097 

l.Oe-120 

298 
69 

(Y14199) MAP3K delta- 
thaliana] 



1 protein kinase [Arabidopsis 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272331 

37465_1.R1011 

LIB3180-012-P2-M1-H5 

BLASTX 

g4454467 

627 

4.0e-65 

263 
48 

(AC00 6234) unknown protein [Arabidopsis thaliana] 
272332 

37465_2.R1011 

LIB3069-017-Q1-K1-F6 

BLASTX 

g4454467 

551 

l.Oe-56 

142 

65 



37933 



NCBI Description (AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272333 

37465_3.R1011 

yiat700218857,hl 

BLASTX 

g4454467 

539 

3.0e-55 

161 

60 

(ACO 06234) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272334 

37466_1.R1011 

xyt700343416.hl 

BLASTX 

gl841468 

1158 

l.Oe-127 

271 
77 

(Y10990) Tyrosyl-tRNA synthetase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272335 

37466_2.R1011 

xyt700347052.hl 

BLASTX 

gl841468 

235 

2.0e-19 

73 

58 

(Y10990) Tyrosyl-tRNA synthetase [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 



272336 

37478_1.R1011 
LIB3180-013-P2-M1-B12 



Seq. No. 
Contig ID 
5 '-most EST 



272337 

37478_2.R1011 
LIB3069-030-Q1-K1-B5 



Seq. No. 
Contig ID 
5 '-most EST 



272338 

37483__1.R1011 
pmx700087862.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272339 

37483_2.R1011 
xjt700096891.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272340 

37496__1.R1011 

uC-zmflmol7137b09bl 

BLASTX 

g2829918 

781 



37934 



E value 
Match length 
% identity 
NCBI Description 



4.0e-83 

254 
64 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272341 

37501_1.R1011 
LIB3069-031-Q1-K1~C2 



Seq, No. 

Contig ID 
5 '-most EST 



272342 

37501_2.R1011 
LIB3180-04 9-P2-M1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272343 

37506^1. RlOll 

LIB3180-013-P2-M1-F1 

BLASTX 

gl825766 

323 

2.0e-29 

278 
32 

(U88314) similar to flavin-containing monooxygenases 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



272344 

37506_2.R1011 
wty700172642.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272345 

37507_1.R1011 

tfd700571250.hl 

BLASTX 

g3023947 

695 

2.0e-73 

133 

94 

PROBABLE HISTONE DEACETYLASE (RPD3 HOMOLOG) >gi_2665840 
(AF035815) putative histone deacetylase RPD3 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272346 

37511_1.R1011 

LIB3180-013-P2-M1-F3 

BLASTX 

g3212854 

152 

2,0e-09 

149 

36 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



272347 

37513_1.R1011 

xjt700093789,hl 

BLASTX 



37935 





go 4i 0 ± u i ^ 


BLAST score 


238 


E value 


4.0e-20 


Match length 


71 


% identity 




NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq. No. 


272348 


Contig ID 


37516 l.RlOll 


5 '-most EST 


LIB3180-013-P2-M1-F9 


Seq. No. 


272349 


Contig ID 


37526 l.RlOll 


5 '-most EST 


nbm700468260.hl 


Method 


BLASTX 


NCBI GI 


gz 0 or OD 


BLAST score 


179 


E value 


3.0e-13 


Match length 


46 


% identity 


/ 0 


NCBI Description 


activator 1 37K chain - human 


Seq. No. 


272350 


Contig ID 


J /oz / 1 . KiUli 


5 '-most EST 


LIB3180-013-P2-M1-H3 


Seq. No. 


272351 


Contig ID 


37529 l.RlOll 


5 '-most EST 


wty700169029.hl 


Seq. No. 


272352 


Contig ID 


O / DZ y Z . KlUll 


5 '-most EST 


LIB3180-013-P2-M1-H4 


Seq. No. 


272353 


Contig ID 


37o31 l.RlUll 


5 '-most EST 


ymt700223067.hl 


Seq. No. 


272354 


Contig ID 


o /oil z . Rluli 


5 '-most EST 


LIB3061-018-Q1-K1-B11 


Seq. No. 


272355 


Contig ID 


J / DOO 1 , KlU 11 


5 '-most EST 


LIB3180-014-P2-M1-A1 


Seq. No. 


272356 


Contig ID 


37540 l.RlOll 


5 '-most EST 


LIB3180-014-P2-M1-A7 


Seq. No. 


272357 


Contig ID 


37548 l.RlOll 


5 '-most EST 


LIB3180-014-P2-M1-B9 


Method 


BLASTX 


NCBI GI 


g4567095 


BLAST score 


472 


E value 


3.0e-48 



37936 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
78 

(AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 

272358 

37550_1.R1011 
ymt700223860.hl 

272359 

37555__1.R1011 

uC-zmflB73106h01bl 

BLASTX 

g3687237 

575 

l.Oe-58 

158 

67 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

272360 

37555_3.R1011 

uC-zmflmol7 04 5a02bl 

BLASTX 

g3687237 

432 

6.0e-47 

190 

55 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

272361 

37555_4 .RlOll 

uC-zmflb73091f05b2 

BLASTX 

g3643609 

202 

9.0e-16 

37 
86 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

272362 

37555_5. RlOll 

uC-2mflmol7013d04bl 

BLASTX 

g3687237 

332 

7.0e-31 

131 

55 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



37937 



Seq. No. 


272363 


Contig ID 


37557 l.RlOll 


5 '-most EST 


LIB3180-014-P2-M1-C7 


Method 


BLASTX 






BLAST score 


248 


E value 


4.0e-21 


Match length 


110 


% identity 


55 


NCBI Description 


(AF060248) unknown [1 


Seq. No. 


272364 


Contig ID 


37566 l.RlOll 


5^ -most EST 


uC- zmf Imo 1 7 2 2 3b0 Ibl 


Method 


BLASTX 


NCBI GI 


g2130150 


BLAST score 


656 


E value 


l.Oe-68 


Match length 


136 


% identity 


90 


NCBI Description 


hypothetical protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



R5ZM2 



, (X86563) ORF137 [Zea mays] 

>gi^902308_emb_CAA60372_ (X86563) ORF137 [Zea mays] 

272365 

37566_2.R1011 
uC-zmflb73258f05b3 
BLASTX 
gl32857 
718 

l.Oe-lOO 
224 
85 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 >gi_71089_pir_ 
ribosomal protein L2 - maize chloroplast 
>gi_2673858_emb_CAA60329_ (X86563) ribosomal protein L2 
[Zea mays] >gi_2673859__emb_CAA60371_ (X86563) ribosomal 
protein L2 [Zea mays] 

272366 

37579_1.R1011 

LIB143-052-Q1-E1-H10 

BLASTX 

g3096935 

562 

3.0e-57 

310 

45 

(AL023094) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272367 

37583_1.R1011 
rvt700549551.hl 



Seq. No, 

Contig ID 
5 '-most EST 



272368 

37592_1.R1011 
fdz701160476.hl 



37938 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2655029 

861 

6.0e-93 

163 

99 

(AF019296) starch synthase isoform zSTSII-1 [Zea mays] 
272369 

37605_1.R1011 
LIB3180-015-P2-M1-C1 

272370 

37620_1.R1011 

ntr700075261.hl 

BLASTX 

g3024764 

390 

l.Oe-37 

168 

50 

UBIQUITIN CARBOXYL-TERMINAL HYDROLASE T (UBIQUITIN 
THIOLESTERASE T) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE T) 

(DEUBIQUITINATING ENZYME T) ( ISOPEPTIDASE T) >gi_3287373 

(AC002397) ISOT [Mus musculus] 



272371 

37623_1.R1011 

uC-2mflmol707 6d02bl 

BLASTX 

g4160518 

332 

8.0e-31 

101 
60 

(AJ13134 6) beta-glucosidase 



[Caldicellulosiruptor sp. 14B] 



272372 

37623_2.R1011 

wty700172681.hl 

BLASTX 

g4160518 

146 

l.Oe-09 

45 

58 

(AJ131346) beta-glucosidase [Caldicellulosiruptor sp. 14B] 
272373 

37624_1.R1011 

uC-zmflmol7198f02bl 

BLASTX 

g4115931 

357 

8.0e-34 

91 
76 



37939 



NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB:AF041468 ) [Arabidopsis thaliana] 

272374 

37624_2.R1011 
LIB3180-015-P2-M1-D8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272375 

37633_1.R1011 

uC-zmflb73245h04b2 

BLASTX 

g4538939 

1595 

l,0e-178 

473 
66 

(AL04 9483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272376 

37633_4.R1011 

LIB3180-015-P2-M1-F1 

BLASTX 

g4538939 

515 

l.Oe-78 

191 
79 

(AL049483) 
thaliana] 



Col-0 casein kinase I-like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



272377 

37645_1.R1011 
xmt700265079.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272378 

37665_1.R1011 
LIB3180-016-P2-M1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



272379 

37669__1.R1011 

wty700169546.hl 

BLASTX 

g4406132 

468 

8.0e-47 

103 
88 

(AF07776G) MADS box protein [Oryza sativa] 
272380 

37672_2.R1011 
t2u700204076.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272381 

37679_1.R1011 
pmx700087455.hl 



37940 



Method 


BLASTX 


NCBI GI 


g4567283 


BLAST score 


1494 


E value 


l.Oe-166 


Match length 


525 


% identity 


57 


NCBI Description 


(AC006841) unknown protein 


Seq. No. 


272382 


Contig ID 


37683 l.RlOll 


5 '-most EST 


LIB3180-016-P2-M1-C3 


Method 


BLASTX 


NCBI GI 


A c o rv o c t 

g4539351 


BLAST score 


310 


E value 


5.0e-29 


Match length 


76 


% identity 


82 


NCBI Description 


{AL035539) putative protein 


Seq. No. 


272383 


Contig ID 


37684_1.R1011 


5 '-most EST 


uC-zmroteosintel03bl2b2 


Method 


BLASTX 


NCBI GI 


g3834302 


BLAST score 


787 


E value 


6.0e-84 


Match length 


166 


% identity 


92 


NCBI Description 


(AC005679) Similar to gb 04 



from Oryza sativa. ESTs gb_F14272 and gb_F14273 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272384 

37684_2.R1011 

uC-zmflb73191a04bl 

BLASTX 

g3834302 

862 

8,0e-93 

191 

86 

(AC005679) Similar to gb_D45384 vacuolar H+-pyrophosphatase 
from Oryza sativa. ESTs gb_F14272 and gb_F14273 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272385 

37691_1.R1011 
uC-zmflmol7289f02bl 



Seq. No. 
Contig ID 
5 '-most EST 



272386 

37692_1.R1011 
LIB3180-016-P2-M1-D8 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



272387 

37693_1.R1011 

yyf700352077.hl 

BLASTX 



37941 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2388585 
511 

5.0e-75 

221 

69 

(AC000098) Similar to Caenorhabditis unknown protein 
T03F1.1 (gb__U88169) . [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272388 

37694_1.R1011 

fwa700099855.hl 

BLASTX 

g4309698 

1304 

l.Oe-144 

498 
65 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272389 

37694_2.R1011 

xsy700209420,hl 

BLASTX 

g4309698 

404 

l.Oe-39 

108 

70 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272390 

37702_1.R1011 
LIB3180-016-P2-M1-F10 



Seq. No. 
Contig ID 
5 '-most EST 



272391 

37719_1.R1011 
yyf700350962.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272392 

37729^1. RlOll 

LIB3180-017-P2-M1-B1 

BLASTX 

g4099482 

195 

6.0e-15 

136 

32 

(U87791) eRFS [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272393 

37764_2.R1011 

LIB3180-019-P2-M1-D2 

BLASTX 

g3372518 

230 



37942 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5^ -most EST 



4.0e-35 

94 

74 

(AF050631) invertase 
272394 

37772_2.R1011 
xmt700262651.hl 



;Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



272395 

37773^1. RlOll 
LIB3180-017-P2-M1-F9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272396 

37773_2.R1011 
gct701173983.hl 

272397 

37779_1.R1011 

ypc700799524.hl 

BLASTX 

gl808686 

533 

2.0e-54 

180 
64 

(Y10783) hypothetical protein [Sporobolus stapfianus] 
272398 

37787__1.R1011 
LIB3180-017-P2-M1-H2 

272399 

37792_1.R1011 

xmt700266176.hl 

BLASTX 

g2832620 

341 

l,0e-32 

123 

57 

{AL021711) hypothetical protein [Arabidopsis thaliana] 
272400 

37806_1.R1011 

LIB3180-018-P2-M1-C3 

BLASTX 

gl788469 

212 

2.0e-16 

119 

41 

(AE000303) putative oxidoreductase [Escherichia coli] 
272401 

37817_1.R1011 
LIB3180-018-P2-M1-E12 



37943 



Seq. No. 


272402 


Contig ID 


37817 2.R1011 


5 '-most EST 


LIB3059-020-Q1-K1-E1 


Seq. No. 


272403 


Contig ID 


37822 l.RlOll 


5 '-most EST 


LIB3180-018-P2-M1-F1 


Method 


BLASTX 


NCBI GI 


g4582459 


BLAST score 


457 


E value 


7.0e-46 


Match length 


107 


% identity 


75 


NCBI Description 


(AC007071) putative RanBP7 /import in protein [Arabidops; 




thaliana] 


Seq. No. 


272404 


Contig ID 


37845 l.RlOll 


5 '-most EST 


nbm700467318.hl 


Seq. No. 


272405 


Contig ID 


37847 l.RlOll 


5 '-most EST 


LIB3180-018-P2-M1-H9 


Method 


BLASTX 


NCBI GI 


g4006905 


BLAST score 


275 


E value 


2.0e-32 


Match length 


202 


% identity 


47 


NCBI Description 


(Z99708) ATPase-like protein [Arabidopsis thaliana] 


Seq. No. 


272406 


Contig ID 


37855 l.RlOll 


5 '-most EST 


uC-zmflB73025e02b2 


Method 


BLASTX 


NCBI GI 


g399854 


BLAST score 


276 


E value 


2.0e-24 


Match length 


61 


% identity 


92 


NCBI Description 


HISTONE H2B.2 >gi 283042 pir S28049 histone H2B - mai 




>gi 22325 emb CAA40565 (X57313) H2B histone [Zea mays 


Seq. No. 


272407 


Contig ID 


37855 2.R1011 


5 '-most EST 


wyr700241119.hl 


Method 


BLASTX 


NCBI GI 


gl708107 


BLAST score 


229 


E value 


7.0e-19 


Match length 


57 


% identity 


81 


NCBI Description 


HISTONE H2B >gi__473605 (U08226) histone H2B [Zea mays] 


Seq. No. 


272408 


Contig ID 


37867_1.R1011 



37944 



5 '-most EST 



LIB3180-019-P2-M1-C12 



Seq. No. 


272409 


Contig ID 


37875 l.RlOll 


5 '-most EST 


uC-zmromol7107a08al 


Method 


BLASTX 


NCBI GI 


g3377843 


BLAST score 


557 


E value 


l.Oe-56 


Match length 


266 


% identity 


48 


NCBI Description 


(AF076274) contains similarity to rat p47 protein 




(GB:AB002086) [Arabidopsis thaliana] 


Seq, No. 


272410 


Contig ID 


37875 2,R1011 


5 '-most EST 


LIB3180-019-P2-M1-D3 


Seq. No. 


272411 


Contig ID 


37877_1.R1011 


5 '-most EST 


LIB3136-057-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2244902 


BLAST score 


332 


E value 


5,0e-31 


Match length 


126 


% identity 


58 


NCBI Description 


(Z97339) allene oxide synthase [Arabidopsis thali. 


Seq. No. 


272412 


Contig ID 


37878 l.RlOll 


5 '-most EST 


uC-zmflb73011al0bl 


Method 


BLASTX 


NCBI GI 


gl657619 


BLAST score 


218 


E value 


5.0e-21 


Match length 


145 


% identity 


42 


NCBI Description 


(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (. 




putative transmembrane protein G5p [Arabidopsis t. 


Seq. No. 


272413 


Contig ID 


37879 2, RICH 


5 ' -most EST 


cyk700052244,fl 


Seq. No. 


272414 


Contig ID 


37883_1.R1011 


5 '-most EST 


wty700169863,hl 


Method 


BLASTX 


NCBI GI 


g2204089 


BLAST score 


204 


E value 


2,0e-16 


Match length 


83 


% identity 


51 


NCBI Description 


(Z82989) FCA gamma [Arabidopsis thaliana] 


Seq, No. 


272415 



37945 



Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 



37886_1.R1011 
LIB3180-019-P2-M1-F11 

272416 

37888_1.R1011 

pwr700448669.hl 

BLASTX 

g2252843 

244 

3.0e-20 

239 

31 

(AF013293) No definition line 
272417 

37896_1.R1011 
LIB3180-019-P2-M1-G12 

272418 

37899_1.R1011 

uC-zmflmol7281hl2bl 

BLASTX 

g498643 

1550 

l.Oe-179 

377 
85 

(U10270) G-box binding factor 
272419 

37899_2.R1011 

uC-zmflb73056bl2bl 

BLASTX 

g498643 

460 

2.0e-45 

86 

93 

(U10270) G-box binding factor 
272420 

37914_1,R1011 
LIB3180-020-P2-M1-A3 

272421 

37934_1.R1011 
pmx700085489.hl 

272422 

37949_1.R1011 
uC-zmflmol7077b08bl 

272423 

37949_2.R1011 
uC-zmflmol7116f04bl 

272424 



found [Arabidopsis thaliana] 



1 [Zea mays] 



1 [Zea mays] 



37946 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37972_1.R1011 

nbm700469321.hl 

BLASTX 

gl076715 

540 

5.0e-55 

139 
71 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



barley >gi_404589 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272425 

37972_2.R1011 

xmt700265529.hl 

BLASTX 

gl076715 

371 

2.0e-35 

100 

67 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



barley >gi_404589 



Seq. No. 
Contig ID 
5 '-most EST 



272426 

37976_1.R1011 
uC-zmflb73319hllbl 



Seq. No. 

Contig ID 
5 '-most EST 



272427 

37986_1.R1011 
LIB3180-021-P2-M1-B2 



Seq. No. 

Contig ID 
5 '-most EST 



272428 

37987__1.R1011 
fdz701165033.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272429 

37990_1.R1011 

uC-zmflmol7290dl0bl 

BLASTX 

g2275219 

145 

5.0e-09 

61 

56 

(AC002337) unknown protein [Arabidopsis thaliana] 
272430 

38002_1.R1011 

nbm700471746.hl 

BLASTX 

g3355477 

221 

7.0e-26 

100 

63 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



37947 



Seq. No. 
Contig ID 
5 '-most EST 



272431 

38018_1.R1011 
uC-zmflb73045el2a2 



Seq. No. 
Contig ID 
5 '-most EST 



272432 

38025__1.R1011 
LIB3180-055-P2-M1-D5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272433 

38028_1.R1011 

LIB3180-021-P2-M1-H2 

BLASTX 

gl244716 

304 

8 .Oe-28 

70 
81 

(U42336) ACC synthase [Triticum aestivum] 
272434 

38040^1. RlOll 

LIB3068-021-Q1-K1-B9 

BLASTX 

gll69170 

460 

6.0e-46 

100 

92 

APOCYTOCHROME F PRECURSOR >gi__1363527_pir S58564 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome f - maize chloroplast >gi_902234_emb_CAA60298_ 
(X86563) cytochrome f [Zea mays] 

272435 

38045_1,R1011 
tzu700206159.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272436 

38045_2.R1011 
LIB3180-022-P2-M1-B6 



Seq. No. 
Contig ID 
5 '-most EST 



272437 

38045_3.R1011 
xmt700267066.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272438 

38074__1.R1011 

uC-zmflmol7258c08bl 

BLASTX 

g4001805 

518 

8.0e-53 

407 

41 

(AF041476) BAF53a [Mus musculus] 



37948 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272439 

38074_2.R1011 

xsy700214502.hl 

BLASTX 

g4001805 

216 

2.0e-17 

105 
42 

(AF041476) BAF53a [Mus musculus] 
272440 

38081_1.R1011 

LIB84-006-Q1-E1-B11 

BLASTX 

g3023951 

165 

2.0e-ll 

98 
29 

HISTONE TRANSCRIPTION REGULATOR 1 HOMOLOG 

>gi_2226424_emb_CAB10089.1_ (Z97204) putative hira protein; 
histone transcription regulator [Schizosaccharomyces pombe] 

272441 

38082_1.R1011 

LIB3180-022-P2-M1-G9 

BLASTX 

g3176690 

686 

3.0e-72 

190 
75 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272442 

38086_1.R1011 

fwa700097187.hl 

BLASTX 

gl085952 

389 

l.Oe-37 

79 
87 

hypothetical protein SI - Phalaris coerulescens 
>gi_556831_emb_CAA57519_ (X81991) SI [Phalaris 
coerulescens] >gi_1103489_emb__CAA63108_ (X92351) 
self-incompatibility mutant protein [Phalaris coerulescens] 

272443 

38090_1.R1011 

uC-2mrob7307 6c06bl 

BLASTX 

g4249382 

469 



37949 



E value 
Match length 
% identity 
NCBI Description 



8.0e-47 

123 
69 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb AC004481. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272444 

38090_2.R1011 

LIB143-067-Q1-E1-E11 

BLASTX 

g4249382 

480 

2.0e-48 

130 

72 

(AC005966) Strong similarity to gi_3337350 F13P17,3 
putative permease from Arabidopsis thaliana BAG 
gb__AC004481. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272445 

38092_1.R1011 
uC-zmflb73038b05bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272446 

38098__1.R1011 

uC-2mflb73260hl0b2 

BLASTX 

g2498882 

231 

5.0e-19 

61 
66 

SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) (SF3A120) 

>gi_2146975_pir S60735 splicing factor SF3a 120K chain - 

human >gi_8 99298_emb_CAA594 94_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 (AC004997) spliceosome 
associated protein 114 (SF3a) [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



272447 

38110_1.R1011 
LIB3180-04 0-P2-M2-C9 



Seq. No. 

Contig ID 
5 '-most EST 



272448 

38117^1. RlOll 
LIB3180-023-P2-M1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272449 

38125_1.R1011 

LIB3279-003-P1-K1-A3 

BLASTX 

g3874563 

234 

2.0e-19 

81 

51 

(Z81042) similar to Yeast hypothetical protein yEY6 like; 



37950 



cDNA EST yk206h5.3 comes from this gene; cDNA EST yk206h5. 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDNA ... 
>gi_3924825_emb_CAB0554 9_ (Z83113) similar to Yeast 
hypothetical protein YEYG like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl, 
comes from this gene; cDNA 



Seq. No. 
Contig ID 
5 '-most EST 



272450 

38141_1.R1011 
LIB3180-024-P2-M1-B5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272451 

38154__1.R1011 

uC- zmf Imo 17078g06bl 

BLASTX 

gl871187 

804 

5.0e-86 

261 
61 

{U90439) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272452 

38160_1.R1011 
LIB3180-024-P2-M1-G12 



Seq. No. 

Contig ID 
5 '-most EST 



272453 

38160_2,R1011 
wty700170384,hl 



Seq. No. 
Contig ID 
5 '-most EST 



272454 

38163_1.R1011 
xsy700208540.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272455 

38169__2.R1011 

nbm700474318.hl 

BLASTX 

g2275211 

822 

4.0e-88 

196 
81 

(AC002337) RNA helicase isolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 



272456 

38183__1.R1011 

nbm700471507.hl 

BLASTX 

g507166 

348 

2.0e-32 

108 

61 

(U04819) PITSLRE beta 



1 [Homo sapiens] 



37951 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272457 

38188__1.R1011 
dyk700105540.hl 

272458 

38191_1.R1011 
fC-zmfl700464609a2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272459 

38191_2.R1011 
mwy700439106.hl 

272460 

38206_1.R1011 
LIB327 9-04 9-P1-K1-D3 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272461 

38209_1.R1011 

LIB3180-028-P2-M2-A1 

BLASTX 

gl778149 

434 

8.0e-51 
149 

72 

(U66404 ) phosphate/phosphoenolpyruvate translocator 
precursor [Zea mays] 

272462 

38223_1.R1011 

ntr700077156.hl 

BLASTX 

g2582971 

217 

2.0e-17 

73 

58 

(D83711) TKRP125 [Nicotiana tabacum] 
272463 

38226_1.R1011 

xsy700209292.hl 

BLASTX 

g4376650 

222 

5.0e-18 

102 

48 

(AE001621) GcpE Protein [Chlamydia pneumoniae] 
272464 

38248_1.R1011 

uC-zmflB73106d02bl 

BLASTX 

g4512705 

748 



37952 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



l.Oe-79 

188 

78 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

272465 

38252_1.R1011 
uC-zmflmol7257h03bl 



Seq. No, 
Contig ID 
5 '-most EST 



272466 

38274_1.R1011 
xdb700337643.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272467 

38276_1.R1011 
LIB3180-048-P2-C9 



Seq. No. 
Contig ID 
5 '-most EST 



272468 

38283_1.R1011 
uC-zmflb73022e03bl 



Seq. No. 
Contig ID 
5 '-most EST 



272469 

38288_1.R1011 
uC-zmflmol7163b01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272470 

38293_1.R1011 

uC-zmflmol7 07 6fllbl 

BLASTX 

g2655008 

268 

3.0e-23 

110 

52 

(AF017144) { 1-4 ) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272471 

38300_1.R1011 

uC-zmroteosinte021b05bl 

BLASTX 

gl706186 

479 

8.0e-48 

210 
42 

HIGH-AFFINITY CATIONIC T^INO ACID TRANSPORTER-1 (CAT-1) 
(CATl) (SYSTEM Y+ BASIC AMINO ACID TRANSPORTER) (ECOTROPIC 
RETROVIRAL LEUKEMIA RECEPTOR) (ERR) (ECOTROPIC RETROVIRUS 

RECEPTOR) >gi_110721_pir ^A32742 murine ecotropic 

retrovirus receptor protein - mouse >gi_532612 (M26687) 
ecotropic retrovirus receptor [Mus musculus] 

272472 

38301_1.R1011 
uC-zmflmol7138d07bl 



37953 



p 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl70962 

152 

6.0e-10 

110 
32 

(M34 075) ADP/ATP-translocator protein [Saccharomyces 
cerevisiae] 



Seq. No. 

Contig ID 
5 '-most EST 



272473 

38310__1.R1011 
LIB3180-029-P2-M2- 



HIO 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



272474 

38318_1.R1011 

LIB3180-030-P2-M2-A1 

BLASTX 

g2104446 

326 

2.0e-30 

113 

58 

(Z95396) WD-repeat protein [Schizosaccharomyces pombe] 
272475 

38322_1.R1011 
LIB3069-018-Q1-K1-G7 



Seq. No. 
Contig ID 
5 '-most EST 



272476 

38328_1.R1011 
uC-2mflmol7266b02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



272477 

38337__1.R1011 

yyf700352048.hl 

BLASTX 

gl669655 

480 

7.0e-48 

325 
39 

{X95962) CER3 [Arabidopsis thaliana] 
272478 

38344_1.R1011 

uwc700150887.hl 

BLASTX 

g3738297 

687 

3.0e-72 

294 

22 

{AC005309) unknown protein [Arabidopsis thaliana] 
272479 

38349_1.R1011 
LIB3180-030-P2-M2-D3 



37954 



Seq. No. 
Contig ID 
5 '-most EST 



272480 

38353_1.R1011 
LIB3279-050-P1-K1-B9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272481 

38354_1.R1011 

uC- zmf Imo 1 7 1 5 9h0 2b 1 

BLASTX 

g4455287 

426 

l.Oe-41 

136 
64 

(AL035527) putative protein [Arabidopsis thaliana] 
272482 

38354_2,R1011 

ntr700072980.hl 

BLASTX 

g4455287 

289 

7.0e-26 

91 
67 

(AL035527) putative protein [Arabidopsis thaliana] 
272483 

38365_1.R1011 
wyr700240618.hl 

272484 

38368_1.R1011 
LIB3180-030-P2-M2-F5 

272485 

38372_1.R1011 

uwc700155024.hl 

BLASTX 

g3850819 

883 

6.0e-95 

189 

83 

(Y1834 9) U2 snRNP auxiliary factor, small subunit [Oryza 
sativa] 

272486 

38372_2 .RlOll 

uC-zmrob73079c05bl 

BLASTX 

g3850818 

322 

6.0e-53 

112 

90 

(Y1834 9) U2 snRNP auxiliary factor, small subunit [Oryza 



37955 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



sativa] 
272487 

38372__3.R1011 
uC-zmflb73098d08bl 

272488 

38372_4,R1011 
uC-zmflmol7116f02bl 

272489 

38372_5.R1011 

uC-zmflmol7417gl2al 

BLASTX 

g3850818 

145 

3.0e-09 

31 

90 

(Y18349) U2 snRNP auxiliary 
sativa] 

272490 

38373_1.R1011 
uC-zmflb73096bl2bl 

272491 

38373_2.R1011 
xsy700214908.hl 

272492 

38375_1.R1011 
nbm700466578.hl 

272493 

38375__2.R1011 
LIB3180-030-P2-M2-G12 

272494 

38381_1.R1011 
LIB3180-030-P2-M2-H10 

272495 

38384_1.R1011 
LIB3180-030-P2-M2-H3 

272496 

38388_1,R1011 
LIB3180-030-P2-M2-H9 

272497 

38398_1.R1011 

uC-zmflmol7 097g03bl 

BLASTX 

g4467096 

227 

l.Oe-18 



factor, small subunit [Oryza 



37956 



Match length 

% identity 

NCBI Description 



166 
40 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 


2724 98 


Contig ID 


38401 l.RlQll 


5 '-most EST 


LIB143-004-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g4582460 


BLAST score 


160 


E value 


l.Oe-10 


Match length 


115 


% identity 


37 


NCBI Description 


(AC007071) unknown protein [Arabidopsis thaliana] 


Seq. No. 


272499 


Contig ID 


38406 l.RlOll 


5 '-most EST 


LIB3180-031-P2-M2-B9 


Seq. No. 


272500 


Contig ID 


38415 l.RlOll 


5 '-most EST 


LIB3180-031-P2-M2-D1 


Method 


BLASTX 


NCBI GI 


g3047318 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


89 


% identity 


10 


NCBI Description 


(AF056625) poly-ubiquitin [Magnaporthe grisea] 


Seq. No. 


272501 


Contig ID 


38424 l.RlOll 


5 '-most EST 


LIB3180-031-P2-M2-D8 


Seq. No. 


272502 


Contig ID 


38444 l.RlOll 


5 '-most EST 


LIB3180-031-P2-M2-G4 


Method 


BLASTX 


NCBI GI 


g4490319 


BLAST score 


865 


E value 


2.0e-93 


Match length 


244 


% identity 


67 


NCBI Description 


(AL035678) metal-transporting P-type ATPase [Arabidopsis 




thaliana] 


Seq. No. 


272503 


Contig ID 


38447 l.RlOll 


5 '-most EST 


LIB3062-030-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3033398 


BLAST score 


518 


E value 


3.0e-89 


Match length 


197 



% identity 84 

NCBI Description CAC004238) putative phosphoribosylaminoimidazolecarboxamide 
formyltransferase [Arabidopsis thaliana] 



37957 



Seq. No. 

Contig ID 
5 '-most EST 



272504 

38457_1.R1011 
uC-zmflb73049f09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272505 

38464_1.R1011 
LIB143-02 6-Q1-E1-B7 

272506 

38470_1.R1011 
fdz701160966.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272507 

38473_1.R1011 
uC-zmroteosinteOlOf 05bl 



Seq, No. 
Contig ID 
5 '-most EST 



272508 

38477_1.R1011 
uC-zmflmol7310d02bl 



Seq. No. 
Contig ID 
5 '-most EST 



272509 

38482_1.R1011 
ceu700422584.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272510 

38508__1,R1011 
uC-zmflb73309e01al 



Seq. No. 

Contig ID 
5 '-most EST 



272511 

38513_1.R1011 
LIB3180-033-P2-M2-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272512 

38520_1.R1011 

xyt700344110.hl 

BLASTX 

g3929368 

715 

3.0e-75 

187 

71 

PRE-MRNA SPLICING FACTOR SF2 (SRI PROTEIN) >gi_24434 72 
(AF001035) ASF/SF2 homolog [Arabidopsis thaliana] 

272513 

38522_1.R1011 
LIB3137-004-Q1-K1-C1 



Seq. No. 

Contig ID 
5 '-most EST 



272514 

38523_1.R1011 
uC-zmflmol7101f08bl 



Seq. No. 
Contig ID 
5 '-most EST 



272515 

38523_2.R1011 
uC-zmflmol7175h03bl 



37958 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272516 

38523_3.R1011 

uC-zinrob73080hllbl 

BLASTX 

g4539010 

407 

2.0e-39 

143 

62 

(AL04 9481) putative DNA-directed RNA polymerase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272517 

38523_4.R1011 
uC-zmflmol70114bllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



272518 

38526_1.R1011 

ymt700223773,hl 

BLASTX 

g4510362 

190 

2,0e-14 

63 

63 

(AC007017) hypothetical protein [Arabidopsis thaliana] 
272519 

38532__1,R1011 

ymt700219389,hl 

BLASTX 

g4218115 

393 

l.Oe-37 

132 
61 

(AL035353) putative protein [Arabidopsis thaliana] 
272520 

38532__2.R1011 
LIB3069-002-Q1-K1-G4 



Seq. No, 
Contig ID 
5 '-most EST 



272521 

38551_1.R1011 
LIB3180-034-P2-M2-B5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272522 

38552_1,R1011 

nbm700476457.hl 

BLASTX 

g4522004 

232 

8,0e-28 

96 
72 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 



37959 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272523 

38565_1.R1011 

uC-zmflmol7054cllbl 

BLASTX 

g2194132 

900 

7.0e-97 

285 
64 

(AC002062) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272524 

38565_2.R1011 

uC-zmflmol7 022b05al 

BLASTN 

gl743387 

70 

7.0e-31 

308 
89 

S.bicolor mRNA for pSbaNSS protein 
272525 

38569_1.R1011 

uC-zmroteosinte087a08b2 

BLASTX 

g629602 

1105 

l.Oe-121 

427 

51 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

272526 

38589_1.R1011 
ntr700073171.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272527 

38604__1.R1011 
mwy700442111.hl 

272528 

38606_1.R1011 

uC-zmflb73180gllbl 

BLASTX 

g514324 

163 

5.0e-ll 

75 
43 

(L34773) RNA polymerase subunit [Arabidopsis thaliana] 
>gi_2462755 (AC002292) RNA polymerase subunit (isoform B) 

[Arabidopsis thaliana] >gi_158 6550_prf 2204246B RNA 

polymerase [Arabidopsis thaliana] 



37960 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272529 

38608_1.R1011 

uC-2mflmol7153ellbl 

BLASTX 

g4455323 

1243 

l.Oe-137 

450 

55 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



272530 

38614_1.R1011 
LIB3180-035-P2-M2-D5 

272531 

38620_1.R1011 

uC-zmflm017207g09bl 

BLASTX 

g2827552 

223 

8.0e-18 

48 
67 

(AL021635) predicted protein [Arabidopsis thaliana] 



.RICH 

-035-P2-M2-E11 



272532 
38620_2. 
LIB3180- 
BLASTX 
g2B27552 
244 

2.0e-20 

138 
38 

(AL021635) predicted protein [Arabidopsis thaliana] 
272533 

38627_1.R1011 

LIB3180-035-P2-M2-F2 

BLASTX 

g4314378 

688 

5.0e-72 

341 

42 

{AC006232) putative lipase [Arabidopsis thaliana] 
272534 

38630_1.R1011 

uC-zmflb73066bl2bl 

BLASTX 

g3337357 

446 

9.0e-44 



37961 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



145 
54 

(AC004481) 



hypothetical protein [Arabidopsis thaliana] 



272535 

38631__1.R1011 

uC-zmflb73053c06b2 

BLASTX 

g549060 

1722 

O.Oe+00 

526 

63 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-l-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_468504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 

272536 

38632_1.R1011 
uC-zmflb73239g03b2 

272537 

38636_1.R1011 
LIB3180-035-P2-M2-G2 

272538 

38646_1.R1011 
uC-zmflb73020g07bl 

272539 

38646_2,R1011 
rvt700553022.hl 

272540 

38648_1.R1011 

LIB143-040-Q1-E1-H6 

BLASTX 

g2583117 

258 

l.Oe-21 

96 

56 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
272541 

38648_2.R1011 
uC-zmroteosinte021cllbl 

272542 

38648_3.R1011 
wyr700241150.hl 

272543 

38650__1.R1011 

fwa700099377.hl 

BLASTX 



37962 







BLAST score 


380 


E value 


2.0e-36 


Match length 


128 


% identity 




NCBI Description 


(AC007127) unknown protein 


Seq. No. 


272544 


Contig ID 


38654 l.RlOll 


5 '-most EST 


LIB3180-036-P2-M2-A3 


Seq. No. 


272545 


Contig ID 


38662 l.RlOll 


5 '-most EST 


pmx700084906.hl 


Method 


BLASTX 


NCBI GI 


g3702962 


BLAST score 




E value 


3,0e-86 


Match length 


189 


% identity 


84 


NCBI Description 


(AF079484) rac GTP binding 




thaliana] 


Seq. No. 


272546 


Contig ID 


38662 2.R1011 


5 '-most EST 


fd2701163970.hl 


Method 


BLASTX 


NCBI GI 


g3702962 


BLAST score 


413 


E value 


2,0e-40 


Match length 


82 


% identity 


93 



[Arabidopsis 



NCBI Description 



{AF079484) 
thaliana] 



rac GTP binding protein Arac7 [Arabidopsis 



Seq. No, 
Contig ID 
5 '-most EST 



272547 

38664_1.R1011 
LIB3180-036-P2-M2-B4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



Seq. No. 

Contig ID 



272548 

38666_1.R1011 

LIB3180-036-P2-M2-B7 

BLASTX 

g4503843 

148 

3.0e-09 

95 
36 

UNKNOWN >gi_364167 6_dbj_ 
[Homo sapiens] 

272549 

38678_1.R1011 
pmx700082537.hl 

272550 

38680 l.RlOll 



BAA33390 (AB015318) gamma2 -adapt in 



37963 



5 '-most EST 



uC-zmflMol7065f05bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272551 

38680_2,R1011 
uC-zmflMol7093h03bl 

272552 

38686_1.R1011 

uC-zmflmol7039a06bl 

BLASTX 

g3548810 

336 

3.0e-31 

181 

42 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

272553 

38687_1.R1011 
uC-zmflmol7374h09al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272554 

38688_1.R1011 
LIB3180-03 6-P2-M2-D9 

272555 

38694_1.R1011 

xsy700209063,hl 

BLASTX 

g2851506 

487 

4.0e-49 

133 

71 

DYSKERIN (NUCLEOLAR PROTEIN NAP57) 
>gi_2739325_exnb_CAA84402_ (234922) NAP57 [Rattus 
norvegicus ] 

272556 

38703_1.R1011 

LIB3180-036-P2-M2-F3 

BLASTN 

gl737491 

64 

l.Oe-27 

112 

89 

Triticum aestivum poly (A) -binding protein (wheatpab) mRNA, 
complete cds 

272557 

38705_1.R1011 

LIB3180-036-P2-M2-F5 

BLASTX 

g4101718 

285 



37964 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



5.0e-25 

144 

36 

(AF0064 65) B cell antigen receptor Ig beta associated 
protein 1 [Mus musculus] 



272558 

38705__2.R1011 

xsy700208773,hl 

BLASTX 

g3152666 

151 

l.Oe-09 

85 
34 

(AF064606) KB07 protein 



[Homo sapiens] 



272559 

38711_1.R1011 

LIB318 0-03 6-P2-M2-G11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272560 

38713_1,R1011 

xjt700093773,hl 

BLASTX 

g3399668 

238 

3.0e-32 

181 

41 

(AC005393) BC331004_ 
272561 

38717_1.R1011 

LIB3180-036-P2-M2-G8 

BLASTX 

g4220472 

346 

l.Oe-32 

104 

66 

(AC006069) 
thaliana] 



1 [Homo sapiens] 



similar to yeast cccl protein [Arabidopsis 



272562 

38717_2.R1011 

ntr700072783.hl 

BLASTX 

g4220472 

206 

2.0e-16 

52 

79 

(AC006069) similar to yeast cccl protein [Arabidopsis 
thaliana] 



Seq. No. 



272563 



37965 



Contig ID 
5 '-most EST 



38724_1.R1011 
LIB3180-036-P2-M2-H9 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272564 

38731_1.R1011 

wyr700237563.hl 

BLASTX 

g2388710 

1569 

l.Oe-175 

417 
68 

(AF017150) betaine aldehyde dehydrogenase 
hypochondriacus ] 



[Amaranthus 



272565 

38738_1.R1011 

LIB3180-037-P2-M2-B7 

BLASTX 

gl001257 

228 

6.0e-19 

60 
67 

(D64003) hypothetical protein [Synechocystis sp.] 
272566 

38740_1.R1011 

ntr700075879.hl 

BLASTX 

g4539335 

274 

6.0e-24 

135 

41 

(AL035539) putative protein [Arabidopsis thaliana] 
272567 

38740_2.R1011 

uC-zmflmol7021d09bl 

BLASTN 

g3821780 

36 

l,0e-10 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
272568 

38742_1.R1011 
LIB3180-037-P2-M2-C12 



Seq. No. 
Contig ID 
5 '-most EST 



272569 

38745__1.R1011 
uC-zmflb73013e07bl 



Seq. No, 



272570 



37966 



Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



38746_1.R1011 
yyf700350180.hl 

272571 

38750_1.R1011 
LIB3180-037-P2-M2-D2 



Seq. No. 

Contig ID 
5 '-most EST 



272572 

38753_1.R1011 
LIB3066-031-Q1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 



272573 

38758_1.R1011 
LIB3180-037-P2-M2-E11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



272574 

38762_1.R1011 

xmt700257165.hl 

BLASTX 

g4531444 

188 

9.0e-14 

80 
53 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
272575 

38768_1.R1011 

LIB18 9-008-Q1-E1-E8 

BLASTX 

g4567281 

363 

7.0e-34 

297 
38 

(AC006841) unknown protein [Arabidopsis thaliana] 
272576 

38768_2.R1011 

uC-zmflb73038c07bl 

BLASTN 

g3851004 

36 

2.0e-10 

64 
89 

Zea mays pyruvate dehydrogenase El alpha subunit RNA, 
nuclear gene encoding mitochondrial protein, complete cds 

272577 

38770_1.R1011 

uC-zmflm017205al0bl 

BLASTN 

g4103634 

254 

l.Oe-140 
579 



37967 



% identity 89 

NCBI Description Hordeum vulgare ABA-responsive protein mRNA, complete cds 



Seq. No. 
Contig ID 
5^ -most EST 



272578 

38780_1.R1011 
LIB3067-043-Q1-K1-A12 



Seq. No. 
Contig ID 
5 '-most EST 



272579 

38780_2.R1011 
LIB3180-037-P2-M2-G4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



272580 

38781_1.R1011 

LIB3180-037-P2-M2-G5 

BLASTX 

g4038594 

457 

9.0e-46 

120 

72 

(AJ222798) tDETl protein [Lycopersicon esculentum] 
>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 
[Lycopersicon esculentum] 

272581 ^ 

38790__1.R1011 

hbs701181085.hl 

BLASTX 

g4427003 

178 

l.Oe-12 

66 
47 

(AF127664) NBD-like protein [Arabidopsis thaliana] 
272582 

38797_1.R1011 

uC-zmflMol7 003gllbl 

BLASTX 

gll75386 

156 

8.0e-10 

148 

31 

HYPOTHETICAL 37.7 KD PROTEIN C18B11.06 IN CHROMOSOME I 

>gi_213028 9__pir S58305 hypothetical protein SPAC18B11.06 

fission yeast (Schizosaccharomyces pombe) 
>gi_929892_emb_CAA90591__ (Z50728) hypothetical protein 
[Schizosaccharomyces pombe] 

272583 

38798_1.R1011 
xjt700096588.hl 



272584 

38799_1.R1011 
LIB3067-014-Q1-K1-H2 



37968 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2736147 

632 

6.0e-66 

159 

68 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAHl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272585 

38804_1.R1011 

LIB3180-038-P2-M2-B4 

BLASTX 

g687844 

551 

4 .Oe-56 

281 
13 

(U21320) 
elegans] 



contains TPR domain-like repeats [Caenorhabditis 



Seq. No. 

Contig ID 



272586 

38806_1.R1011 

LIB318 0-038-P2-M2-B7 

BLASTN 

g22542 

146 

4.0e-76 ^ 

210 

92 

Maize gene for Mr 19000 alpha zein and 5 '-flanking region 
272587 

38811_1.R1011 

LIB3180-038-P2-M2-C12 

BLASTX 

g4454032 

780 

6.0e-83 

266 
56 

(AL035394) putative protein [Arabidopsis thaliana] 
272588 

38812_1.R1011 

LIB3060-054-Q1-K1-A2 

BLASTX 

g2262105 

608 

4.0e-63 

199 
52 

(AC002343) unknown protein [Arabidopsis thaliana] 
272589 

38815 l.RlOll 



37969 



5 '-most EST 



LIB3180-038-P2-M2-C7 



Seq, No. 
Contig ID 
5 '-most EST 



272590 

38819_1.R1011 
LIB3180-038-P2-M2-D10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272591 

38824^2. RlOll 

LIB3180-038-P2-M2-D4 

BLASTX 

g4262147 

389 

2.0e-37 

125 
56 

(AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 



272592 

38828_1.R1011 

pmx700081833.hl 

BLASTN 

g3819647 

62 

3.0e-26 

93 

91 

Hordeum vulgare genomic 



DNA fragment; clone MWG2257.rev 



272593 

38839_1.R1011 
LIB3137-002-Q1-K1-H2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



272594 

38843_1.R1011 

uC-zmflmol7285b09bl 

BLASTX 

g2618721 

247 

2.0e-42 

147 
65 

(U49072) IAA16 [Arabidopsis thaliana] 
272595 

38843_4.R1011 
uC-zmflmol7221f02bl 



Seq. No. 

Contig ID 
5 '-most EST 



272596 

38845_1.R1011 
pwr700450468 .hi 



Seq. No. 
Contig ID 
5 '-most EST 



272597 

3&867_1.R1011 
gct701172694.hl 



Seq. No. 



272598 



37970 



Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38873_1.R1011 

LIB3180-039-P2-M2-A6 

BLASTX 

g4582436 

171 

3,0e-19 

104 

54 

(AC007196) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272599 

38885_1,R1011 
uC-zmflb73050b04bl 



Seq, No. 
Contig ID 
5 '-most EST 



272600 

38903_1.R1011 
ymt700223877.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272601 

38912_1.R1011 
LIB3180-039-P2-M2-F1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272602 

38914_1.R1011 

LIB3180-039-P2-M2-F11 

BLASTX 

g728827 

381 

l.Oe-36 

177 

49 

ALLANTOINASE PRECURSOR >gi_458126 (U03471) allantoinase 
[Rana catesbeiana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272603 

38949_1.R1011 

LIB3180-04 0-P2-M2-B10 

BLASTX 

gl213629 

556 

5.0e-57 

178 
59 

(X95991) pectinesterase [Prunus persica] 
272604 

38953_1.R1011 

yyf700350270.hl 

BLASTX 

g3342800 

807 

2.0e-86 

160 

99 

(AF061837) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 



37971 



Seq. No. 


272605 








Contig ID 


Jo y / 0 i 


D 1 Pi 1 1 






5 '-most EST 


LIB3180- 


-040-P2 


-M2- 


-E12 


Seq. No. 


272606 








Contig ID 


O Q QT Q 1 


. KlU 1 1 






5'-itiost EST 


LIB3180 


-040-P2 


-M2 


-E4 


Seq. No, 


272607 








Contig ID 


38980 1 


.RlOll 






5 '-most EST 


LIB3180 


-040-P2 


-M2 


-E6 


Seq. No. 


272608 








Contig ID 


38982 1 


. RlOll 






5 '-most EST 


LIB3180 


-040-P2 


-M2 


-E9 


Method 


BLASTX 








NCBI GI 


g418507 








BLAST score 


326 








E value 


l.Oe-29 








Match length 


161 








% identity 


40 








NCBI Description 


S-ADENOSYLMETHIONINE : 



- DEME T H YLMENAQU I NONE 

_541097_pir S40872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
0RF_fl61 [Escherichia coli] >gi_1336002 {U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi_17 90364 (AE000467) 
menaquinone biosynthesis, unknown [Escherichia coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272609 

38995__1, RlOll 

LIB3180-040-P2-M2-G2 

BLASTX 

g3176684 

650 

5.0e-68 

219 

62 

(AC003671) Contains similarity to equilibratiave nucleoside 
transporter 1 gb_U81375 from Homo sapiens. ESTs gb__N65317, 
gb_T20785, gb_AA586285 and gb_AA712578 come from this gene. 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272610 

38997_1. RlOll 

LIB3180-040-P2-M2-G4 

BLASTX 

g4406372 

481 

2.0e-48 

115 

75 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 



Seq. No. 

Contig ID 



272611 

38997 2. RlOll 



37972 



5 '-most EST rvt700552639.hl 
272612 

38997_3.R1011 
LIB83-012-Q1-E1-A2 
BLASTX 
g4406372 
207 

2.0e-16 

103 
45 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 

Seq. No, 272613 

Contig ID 39000_1 . RlOll 

5 '-most EST LIB3066-055-Q1-K1-A2 

Seq. No. 272614 

Contig ID 39008_1 . RlOll 

5 '-most EST LIB3136-008-Q1-K1-F8 

Method BLASTX 

NCBI GI g3935168 

BLAST score 619 

E value 3.0e-64 

Match length 27 9 

% identity 52 ... 
NCBI Description {AC004557) F17L21.11 [Arabidopsis thaliana] 

Seq. No. 272615 

Contig ID 39009_1 . RlOll 

5 '-most EST LIB318 0-040-P2-M2-H9 

Method BLASTX 

NCBI GI g2651300 

BLAST score 212 

E value 5.0e-17 

Match length 83 

% identity 51 

NCBI Description {AC002336) putative initiator tRNA 

phosphoribosyl-transf erase [Arabidopsis thaliana] 

Seq. No. 272616 

Contig ID 39012__1 .RlOll 

5 '-most EST LIB3180-041-P2-M2-A11 

Method BLASTX 

NCBI GI g3057120 

BLAST score 87 9 

E value 5.0e-95 

Match length 162 

% identity 100 

NCBI Description (AF023159) starch synthase DULLl [Zea mays] 

Seq. No. 272617 

Contig ID 39015_1 .RlOll 

5 '-most EST uC-zmrob73033el2bl 

Method BLASTX 

NCBI GI g3094014 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37973 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

5.0e-21 

89 

52 

(AF060862) unknown [Homo sapiens] 
272618 

39020_1.R1011 
uC-zmfib73040f04bl 

272619 

39032_1.R1011 

clt700042241.fl 

BLASTX 

g2827139 

180 

3.0e-17 

85 
57 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb_CAA22568__ {AL034567) 
cellulose synthase catalytic subunit (RSWl) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272620 

39041_1.R1011 
uer700580618.hl 

272621 

39051_1.R1011 

LIB3137-042-Q1-K1-C9 

BLASTX 

gl778093 

736 

5.0e-78 

230 

65 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

272622 

39061_1.R1011 
LIB3180-041-P2-M2-G10 



Seq. No. 
Contig ID 
5 '-most EST 



272623 

39068^1. RlOll 
LIB3180-041-P2-M2-G9 



Seq. No. 
Contig ID 
5 '-most EST 



272624 

39078_2.R1011 
LIB3180-04 2-P2-M2-A10 



Seq. No. 
Contig ID 
5 '-most EST 



272625 

39078_3.R1011 
uC-zmflb73091g04b2 



37974 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272626 

39081_1.R1011 

vux700158192.hl 

BLASTX 

g4538911 

274 

5.0e-24 

150 
41 

(AL049482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272627 

39090_1,R1011 
gwl700612441.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272628 

39104_1.R1011 
LIB3180-042-P2-M2-D2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272629 

39105_1.R1011 

LIB3180-054-P2-M1-E1 

BLASTN 

g548194 

75 

4 .Oe-34 

79 
99 

Zea mays lAA-glu synthetase (iaglu) mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



272630 

39108_1.R1011 
pmx700088181.hl 



Seq. No, 
Contig ID 
5 '-most EST 



272631 

39110_1.R1011 
xmt700260909.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272632 

39115_1,R1011 

uC-zmflmol7341g07bl 

BLASTX 

g3820648 

385 

4.0e-37 

154 
48 

(Y12636) allene oxide synthase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272633 

39116_1.R1011 
LIB3180-04 2-P2-M2-E5 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



272634 

39117_1.R1011 

uC-zmflb73280c08b2 

BLASTN 



37975 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl67080 
36 

l.Oe-10 

48 

94 

Hordeum vulgare peroxidase BP 1 (Prx5; 



mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272635 

39117_2.R1011 

uC-zmflmol7341c06bl 

BLASTX 

g2388571 

441 

2.0e-43 

156 

54 

(AC000098) 
ATPER0X7A 



Strong similarity to Arabidopsis peroxidase 
gb_X98321). [Arabidopsis thaliana] >gi_2738254 



{U97 684) peroxidase precursor [Arabidopsis thaliana] 



Seq. No. 


272636 


Contia ID 


39117 3.R1011 


5^ -most EST 


LIB3137-024-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl546692 


J-J J_ljrii_) X O ^ 'w' -L C 


167 


E value 


l.Oe-11 


Match length 


48 


& -i Hpni" "i t V 
o J. >^ 1 1 ^ ^ _y 


60 


NPRT Dpscrintion 

\^ J-J -L J_/ O \^ -L ^ k> Am. V> i> X 


(X98805) peroxidase ATPll 


Seq. No. 


272637 


Contig ID 


39129 l.RlOll 


5* -most EST 


LIB3180-042-P2-M2-F9 


Seq. No. 


272638 


Contig ID 


39135 l.RlOll 


5 '-most EST 


LIB3180-042-P2-M2-G7 


Method 


BLASTX 


NCBI GI 


g2558654 


BLAST score 


558 


E value 


2.0e-57 


Match length 


189 


% identity 


51 


NCBI Description 


(AC002354) No definition 


Seq. No. 


272639 


Contig ID 


39140 l.RlOll 


5 '-most EST 


t2u700205430.hl 


Seq. No. 


272640 


Contig ID 


39144 l.RlOll 


5 '-most EST 


LIB3180-042-P2-M2-H6 


Seq. No. 


272641 


Contig ID 


39173 l.RlOll 


5 '-most EST 


LIB3180-043-P2-M2-C8 



37976 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4102600 

337 

2.0e-31 

151 

53 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
272642 

39182_1.R1011 

ntr700073969.hl 

BLASTX 

g4206122 

261 

2.0e-22 

105 

52 

{AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 
5 '-most EST 



272643 

39203__1.R1011 
LIB3136-004-Q1-K1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272644 

39212_1.R1011 

tfd700571828.hl 

BLASTX 

g3482974 

323 

9,0e-30 

110 

63 

{AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272645 

39218_1.R1011 

uC-zmflb73061fllbl 

BLASTX 

g2342682 

184 

2.0e-13 

41 

83 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) , [Arabidopsis thaliana] 

272646 

39218_2.R1011 

wyr700237593.hl 

BLASTX 

g2342682 

540 

5.0e-55 

132 

76 



37977 



NCBI Description (AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272647 

39219_1.R1011 

uC-zmflb73280el2al 

BLASTX 

g2245005 

218 

4.0e-35 

281 
40 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
272648 

39221_1.R1011 

ymt700219078,hl 

BLASTX 

g2244898 

1378 

l.Oe-153 

435 

59 

{Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 7 4K [Arabidopsis thaliana] 

272649 

39241_1.R1011 

LIB83-005-Q1-E1-C10 

BLASTX 

g3080420 

795 

l.Oe-104 

265 

74 

{AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



272650 

39256_1.R1011 

LIB3180-044-P2-M2-F7 

BLASTX 

g4539660 

441 

5.0e-44 

99 
81 

(AF061282) polyprotein [Sorghum bicolor] 
272651 

39259_1.R1011 

uC-zmflb73049fl0bl 

BLASTX 

g4337179 

196 

6.0e-15 

54 



37978 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



65 

(AC006416) This gene is continued on the 5' end of BAC 
T12M14. [Arabidopsis thaliana] 

272652 

39259_3.R1011 

LIB3180-044-P2-M2-G1 

BLASTX 

g4337179 

208 

2.0e-16 

85 

52 

(AC006416) This gene is continued on the 5' end of BAC 
T12M14. [Arabidopsis thaliana] 

272653 

39287_1.R1011 

uC-2mroteosinte022e05bl 

BLASTX 

g3924594 

599 

7.0e-62 

230 
59 

(AF069442) putative ribonucleoprotein [Arabidopsis 
thaliana] >gi_42 62139_gb_AAD14439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 

272654 

39292_1.R1011 
fC-zmle700425210f2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272655 

39295_1.R1011 

LIB3180-045-P2-M2-C4 

BLASTX 

g4587513 

245 

2.0e-26 

147 

46 

(AC007060) 
PF 00069. 



Contains eulcaryotic protein kinase domain 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



272656 

39302_1.R1011 
LIB3060-019-Q1-K1-H12 

272657 

39306_1.R1011 
LIB143-038-Q1-E1-G6 

272658 

39317_1.R1011 
LIB3180-045-P2-M2-F8 



37979 



# 



Seq. No. 
Contig ID 
5 '-most EST 



272659 

39345_1.R1011 
LIB3180-04 6-P2-M2-A9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272660 

39346_1.R1011 

uwc700151641.hl 

BLASTX 

g3142301 

464 

2.0e-46 

126 

74 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb_M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q05946. 
ESTs gb_N65081 gb_Z30910, gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 

272661 

39353_1.R1011 

LIB3180-04 6-P2-M2-C10 

BLASTX 

g3024991 

171 

4.0e-12 

85 

45 

HYPOTHETICAL AMINOTRANSFERASE YBDL >gi_1778518 (U82598) 
hypothetical protein [Escherichia coli] >gi_1786816 

(AE000165) putative aminotransferase [Escherichia coli] 
>gi_4062217__dbj_BAA35230_ (D90701) Aspartate transaminase 

(EC 2.6.1.1) [Escherichia coli] 



Seq. No. 

Contig ID 
5 '-most EST 



272662 

39353_2.R1011 
ceu700422062.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272663 

39383_1.R1011 
LIB3180-04 6-P2-M2-F6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272664 

39384_1.R1011 

LIB3066-005-Q1-K1-F3 

BLASTX 

g2827650 

555 

l.Oe-68 

205 
66 

(AL021637) potassium transporter-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272665 

39387__1.R1011 
LIB3180-04 6-P2-M2-G10 



37980 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272666 

39394_1.R1011 

uC-zmflmol7321f03bl 

BLASTX 

g2443881 

786 

2.0e-83 

281 

56 

(AC002294) contains beta-transducin motif [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272667 

39394__2.R1011 
hvj700623751.hl 

272668 

39407_1.R1011 
fdz701166875.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272669 

39410_1.R1011 
LIB3180-047-P2-B10 



Seq. No. 
Contig ID 
5 '-most EST 



272670 

39413_1.R1011 
LIB3180-047-P2-B5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272671 

39425_1.R1011 

uC-zmflb73253fllbl 

BLASTX 

gl709129 

1772 

O.Oe+00 

409 

82 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-3 

>gi_481018_pir S37642 protein kinase MSK-3 (EC 2.7.1.-) - 

alfalfa >gi_31314 8_emb_CAA48472_ (X68409) protein kinase 
[Medicago sativa] 

272672 

39425_2.R1011 

uC-zmflb73169a01b2 

BLASTX 

g2398519 

266 

3.0e-23 

85 
64 

(AJ000732) shaggy-like kinase alpha [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272673 

39435_1.R1011 
LIB3180-047-P2-D9 



37981 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g4432855 

1693 

0. Oe+00 

616 

60 

{AC006300) 



unknown protein [Arabidopsis thaliana] 



272674 

39435_2.R1011 

ntr700072938.hl 

BLASTX 

g4432855 

206 

4.0e-16 

54 

74 

(AC006300) unknown protein [Arabidopsis thaliana] 
272675 

39435_3.R1011 

qmh700030205.fl 

BLASTX 

g4432855 

213 

7.0e-17 

54 

76 

{AC006300) unknown protein [Arabidopsis thaliana] 
272676 

39435_4.R1011 

LIB3137-018-Q1-K1-H1 

BLASTX 

g2864615 

508 

3.0e-51 

252 

65 

(AL021811) putative protein [Arabidopsis thaliana] 
272677 

39435^5. RlOll 

gct701178642.hl 

BLASTX 

g2864615 

176 

2.0e-12 

75 
48 

(AL021811) putative protein [Arabidopsis thaliana] 
272678 

39435_6.R1011 
LIB3062-037-Q1-K1-A3 



Seq. No. 



272679 



37982 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39435_7.R1011 

LIB3069-057-Q1-K1-D4 

BLASTX 

g3402722 

1393 

l.Oe-154 

359 
72 

(AC004261) CPDK-related protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272680 

39435_8.R1011 

LIB3067-022-Q1-K1-B11 

BLASTN 

g3821780 

36 

8.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Contig ID 
5 '-most EST 



272681 

39435_9.R1011 
wyr700239334,hl 



Seq. No. 

Contig ID 
5 '-most EST 



272682 

39435_10.R1011 
wen700332449.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272683 

39435_11.R1011 
wty700170043.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272684 

39436_1.R1011 

LIB30 66-031-Q1-K1-E6 

BLASTX 

g3021357 

760 

6.0e-81 

192 
73 

(AJ005082) UDP-galactose 4- 
tetragonoloba] 



■epimerase [Cyamopsis 



Seq. No. 
Contig ID 
5 '-most EST 



272685 

39447_1.R1011 
LIB3069-023-Q1-K1-A2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



272686 

39451_1.R1011 

LIB3066-012-Q1-K1-E8 

BLASTN 

g2062705 

33 

5.0e-09 
37 



37983 



% identity 97 

NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272687 

39454_1.R1011 

uC-zmflmol707 0f 12al 

BLASTX 

g3757521 

210 

5.0e-17 

78 
60 

(AC005167) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272688 

39462_1.R1011 

uC-zmflmol724 8e07bl 

BLASTX 

g4539291 

699 

l.Oe-73 

234 

59 

(AL049480) putative protein [Arabidopsis thaliana] 
272689 

39475_1.R1011 
LIB3180-048-P2-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



272690 

39478_1,R1011 

LIB3180-048-P2-A7 

BLASTX 

g4585884 

278 

2.0e-24 

143 

42 

(AC005850) Hypothetical protein [Arabidopsis thaliana] 
272691 

39485_1.R1011 

uC-zmflb73378g04a2 

BLASTX 

g4539452 

356 

9.0e-34 

78 
81 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

272692 

39489_1.R1011 

uC-zmflb73165a02b2 

BLASTX 

g2245378 



37984 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



792 

2.0e-84 

201 
72 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
272693 

39495__1.R1011 

xsy700212129.hl 

BLASTX 

g3894168 

161 

l.Oe-10 

77 
43 

{AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272694 

39495_2.R1011 
wyr700237356.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



272695 

39497_1.R1011 

LIB3180-048-P2-C4 

BLASTX 

g3309168 

170 

7.0e-12 

138 
33 

(AF071313) C0P9 complex subunit 3 [Mus musculus] 
272696 

39504_1.R1011 
xyt700345882.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272697 

39516_1.R1011 
LIB3069-009-Q1-K1-C2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



272698 

39519_1.R1011 

LIB3180-048-P2-E8 

BLASTX 

g2335096 

254 

2.0e-21 

207 

31 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
272699 

39520_1.R1011 

uC - zmf Imo 17113a09bl 



Seq. No. 



272700 



37985 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39526_1.R1011 
LIB3180-048-P2-F4 

272701 

39531_1.R1011 

uC-2mflMol7014g05bl 

BLASTX 

g3128167 

251 

4.0e-21 

213 

31 

(AC004521) hypothetical protein [Arabidopsis thaliana] ^ 
>gi_3212874 (AC004005) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272702 

39546_1.R1011 
uC-zmflb73275bl0bl 

272703 

39557_1.R1011 

uC-zmroteosintel05f 06bl 

BLASTX 

g3914006 

1392 

l.Oe-155 

310 

90 

MITOCHONDRIAL LON PROTEASE HOMOLOG 2 PRECURSOR >gi_18165^ 
(U85495) L0N2 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



272704 

39574_1.R1011 

LIB3180-04 9-P2-M1-D10 

BLASTX 

gl707855 

157 

2.0e-10 

49 

57 

(Y09292) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 

272705 

39586__2.R1011 
hvj700623740.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272706 

39591_1.R1011 
LIB3180-04 9-P2-M1-E7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



272707 

39594_1.R1011 

LIB3070-004-Q1-N1-E10 

BLASTX 

g4337178 



37986 



BLAST score 


665 


E value 


2.0e-69 


Match length 


153 


% identity 


O 1 

0 1 


NCBI Description 


(AC006416) T31J12.5 [Arabidopsis thaliana] 


Seq. No. 


272708 


Contig ID 


39596 l.RlOll 


5 '-most EST 


LIB3180-04 9-P2-M1-F3 


Seq, No. 


272709 


Contig ID 


39605 l.RlOll 


5 '-most EST 


LIB3180-049-P2-M1-G3 


Method 


BLASTX 


NCBI GI 


g3122914 


BLAST score 


1060 


E value 


1 . Oe-116 


Match length 


261 


% identity 


71 


NCBI Description 


VALYL-TRNA SYNTHETASE (VALINE~TRNA LIGASE 




>gi_1890130 (U89986) valyl tRNA synthetase 




thaliana] 


Seq. No. 


272710 


Contig ID 


39607_1.R1011 



(VALRS) 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflm017084fllbl 
BLASTX 
g2708745 
684 

6.0e-72 

161 

81 

{AC003952) putative calcium-dependent ser/thr protein 
kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272711 

39610^1. RlOll 

uC-zmflb73051hl2bl 

BLASTX 

g2506788 

600 

5.0e-62 

162 

64 

GERANYLGERANYL TRANSFERASE TYPE II BETA SUBUNIT (RAB 
GERANYLGERANYLTRANSFERASE BETA SUBUNIT) (RAB 
GERANYL-GERANYLTRANSFERASE BETA SUBUNIT) (RAB GG 
TRANSFERASE) (RAB GGTASE) >gi_1332508_emb_CAA66638_ 
(X98001) geranylgeranyl transferase II [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



272712 

39616_1.R1011 

uC- zmf lb7 3 0 6 6h0 Ibl 

BLASTX 

g4455323 

342 

4 .Oe-32 



37987 



Match length 

% identity 

NCBI Description 



120 
55 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



272713 

39628_1.R1011 
pmx700087719.hl 

272714 

39629_1.R1011 
LIB3062-038-Q1-K1-B3 



Seq. No. 
Contig ID 
5 '-most EST 



272715 

39629_2.R1011 
nbm7 004 7 0926,hl 



Seq. No. 

Contig ID 
5 '-most EST 



272716 

39649_1,R1011 
LIB3180-050-P2-M1-H3 



Seq. No. 
Contig ID 
5 '-most EST 



272717 

39665_1.R1011 
LIB3180-051-P2-M1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272718 

39668_1.R1011 

zuv700352723.hl 

BLASTX 

g4584540 

246 

3.0e-20 

366 

32 

(AL049608) putative protein [Arabidopsis thaliana] 
272719 

39668_2.R1011 
uC-zmflmol70114c08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272720 

39668_3.R1011 

xmt700258826.hl 

BLASTX 

g2275210 

288 

l.Oe-25 

143 

42 

(AC002337) peptidyl -prolyl cis-trans isomerase isolog 
[Arabidopsis thaliana] 

272721 

39668_4.R1011 
uC-zmflmol7283h08bl 



Seq. No. 



272722 



37988 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39670_1.R1011 

dyk700103969.hl 

BLASTX 

g4588012 

457 

2.0e-45 

102 

80 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 



Seq. No. 
Contig ID 
5 '-most EST 



272723 

39679_1.R1011 
LIB3180-051-P2-M1-E10 



Seq. No. 

Contig ID 
5 '-most EST 



272724 

39679_2.R1011 
yne700378864.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272725 

39686_1.R1011 

uC-2raflb73120a04bl 

BLASTX 

gl076758 

245 

l.Oe-23 

136 

57 

heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 

>gi_55667 3_emb_CAA82945_ {Z30243) heat-shock protein 

[Secale cereale] 



Seq. No. 


272726 






Contig ID 


39690 l.RlOll 






5 '-most EST 


LIB3180-051-P2' 


-Ml 


-GI 


Seq. No. 


272727 






Contig ID 


39695 l.RlOll 






5 '-most EST 


LIB3279-018-P1 


-Kl 


-F6 


Method 


BLASTX 






NCBI GI 


g227686 






BLAST score 


171 






E value 


3,0e-12 






Match length 


43 






% identity 


79 






NCBI Description 


phytochrome [Zea 


mays] 


Seq. No. 


272728 






Contig ID 


39696 2.R1011 






5 '-most EST 


LIB3180-051-P2 


-Ml 


-HIO 


Method 


BLASTX 






NCBI GI 


gl931645 






BLAST score 


158 






E value 


2.0e-10 






Match length 


65 






% identity 


55 







37989 



NCBI Description 



(U95973) Fe(II) transporter isolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272729 

39696_3.R1011 
wyr700239115.hl 

272730 

39697_1.R1011 

LIB3060-024-Q1-K1-B5 

BLASTX 

g3176667 

337 

2.0e-31 

112 
61 

(AC004393) 
gb__1001369 



Similar to hypothetical 41.9KD protein 
from sequence of Synechocystis sp. gb_D64006. 



[Arabidopsis thaliana] 
272731 

39703_1.R1011 
cyk700050721,fl 

272732 

39707_1.R1011 
uC-zmflb73100g06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272733 

39711_1.R1011 

LIB3180-052-P2-M1-C10 

BLASTX 

g3618320 

438 

2.0e-43 

129 

69 

(AB001888) zinc finger protein [Oryza sativa] 
272734 

39734_1.R1011 
LIB3069-056-Q1-K1-G4 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272735 

39736_1.R1011 
xjt700094025.hl 

272736 

39738_1.R1011 
uC-zmflmol7342e06bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



272737 

39739_1.R1011 

rvt700553329.hl 

BLASTX 

g3641837 

977 

l,0e-106 



37990 



Match length 

% identity 

NCBI Description 



318 
62 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 
5 '-most EST 



272738 

39739_2.R1011 
kem700612083,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272739 

39741_1.R1011 

uC-zmflb73349dl2a2 

BLASTX 

g2583109 

228 

3.0e-18 

148 
42 

(AC002387) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272740 

39750_1.R1011 
uC-zmflmol7070f09bl 



Seq. No. 
Contig ID 
5 '-most EST 



272741 

39760_1.R1011 
uwc700153594.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272742 

39767_1.R1011 

uC-zmromol7114f07al 

BLASTN 

g22099 

45 

4.0e-16 

77 
90 

Z.mays 27kDa zein locus DNA 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272743 

39775_1.R1011 

LIB3180-053-P2-M1-C12 

BLASTX 

gl841468 

193 

6.0e-15 

52 

63 

(Y10990) Tyrosyl-tRNA synthetase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



272744 

39788_1.R1011 
dyk700103995.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272745 

39789_2.R1011 
ceu700433201.hl 



37991 



11 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g585550 

482 

9.0e-49 

107 
82 

NADPH-CYTOCHROME P450 
NADPH cytochrome P450 



REDUCTASE (CPR) >gi 
[Vigna radiata] 



295448 (L07843) 



Seq. No. 

Contig ID 
5^ -most EST 



272746 

39793_1.R1011 
xmt700266779.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272747 

39801_1.R1011 
LIB3180-053-P2-M1-F7 



Seq. No. 

Contig ID 
5 '-most EST 



272748 

39825_1.R1011 
uC-zmroteosinte024bllbl 



Seq. No, 

Contig ID 
5 '-most EST 



272749 

39825_2.R1011 
xsy700211325.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272750 

39827_1.R1011 
xjt700096646.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272751 

39838_1.R1011 

LIB3180-054-P2-M1-E3 

BLASTX 

g3628757 

184 

3,0e-13 
194 

27 

(AF038007) FICl [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



272752 

39865_1.R1011 
LIB3180-055-P2-M1-B3 



Seq. No. 

Contig ID 
5 '-most EST 



272753 

39865_2.R1011 
uC-zmflb73184cllal 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272754 

39867_1.R1011 

pwr700450152.hl 

BLASTX 

g2244749 

683 

8.0e-72 

247 

52 



37992 



NCBI Description (Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272755 

39869_1,R1011 
uC-zinflb73196c03a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272756 

39875_1.R1011 

LIB3180-055-P2-M1-C7 

BLASTX 

gll69186 

194 

8.0e-15 

51 
69 

THIOL PROTEASE SEN102 PRECURSOR >gi_1085732_pir S36421 

cysteine proteinase - Heinerocallis sp 

>gi_1364024_pir S57777 cysteine protease precursor - 

Hemerocallis x hybrida >gi_396568_emb_CAA52425_ (X744 06) 
thiol-protease [Hemerocallis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272757 

39876__1.R1011 

LIB3069-028-Q1-K1-C6 

BLASTX 

gl072187 

366 

2.0e-34 

336 

29 

{U40941) coded for by C. 



elegans cDNA CEESB8 2F; coded for 



by C. elegans cDNA CEESE93F [Caenorhabditis elegans] 
272758 

39887_1.R1011 

fwa700097388.hl 

BLASTX 

g3420233 

207 

2.0e-16 

56 
70 

(AF058763) uroporphyrinogen decarboxylase [Zea mays] 
272759 

39889_1.R1011 

uC-2mroteosintell8d0 9bl 

BLASTX 

g3859659 

375 

6.0e-36 

157 

49 

{AL031394) putative potassium transporter AtKT5p (AtKT5) 
[Arabidopsis thaliana] 



Seq. No. 



272760 



37993 



Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 
5 '-most EST 



39899_1.R1011 
uC-zmflb73100c09bl 

272761 

39918_1.R1011 

LIB3062-012-Q1-K1-C1 

BLASTX 

g462195 

334 

5.0e-31 

90 
73 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 

>gi_100682_pir S21636 G0S2 protein - rice 

>gi_20238_emb__CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

272762 

39932_1.R1011 

xjt700096374.hl 

BLASTX 

gl946372 

249 

7.0e-21 

78 
65 

(U93215) yeast hypothetical protein YDB1_SCHP0 isolog 
[Arabidopsis thaliana] 

272763 

39933_1.R1011 
ymt700220551,hl 

272764 

39938_1.R1011 
uC-zmflmol7220f02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



272765 

39942_1.R1011 

uC- zmroB7 3 0 1 4 dO 3bl 

BLASTX 

g486849 

338 

l.Oe-31 

86 
83 

licheninase (EC 3.2.1,73) precursor - wheat 
>gi_311764_emb_CAA804 93_ (Z22874) (1,3; 1,4) beta glucanase 
[Triticum aestivum] 

272766 

39951_1.R1011 

LIB3059-019-Q1-K1-D9 

BLASTX 

g2655098 
187 



37994 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



5.0e-14 

97 
42 

(AF023472) peptide transporter 
272767 

39966_1.R1011 
ceu700421953.hl 



[Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272768 

39972__1.R1011 

uC-zmflb73194hl0b2 

BLASTN 

gl042264 

83 

l.Oe-38 

102 

97 

{Mul element insertion site, clone 14} [maize, Transposon, 
200 nt] 



Seq. No. 


272769 




Contig ID 


39989 l.RlOll 




5 '-most EST 


LIB3180-059-P2-M1- 


-C7 


ivrp-h h od 


BLASTX 




NCBI GI 


g2454184 




RT.AFJT sporp 

1^ J_lx^i^ X O \^ W J- \^ 


378 




R V3 1 1] p 

Hi V a ^ UL 


3.0e-36 




Match length 


89 




% identity 


81 




NCBI Description 


(U80186) pyruvate 


dehydrogena: 




[Arabidopsis thaliana] 


Seq, No. 


272770 




Contig ID 


39997 l.RlOll 




5 '-most EST 


LIB3067-053-Q1-K1' 


-B6 


Method 


BLASTX 




NCBI GI 


g4099092 




BLAST score 


580 




E value 


l.Oe-59 




Match length 


172 




% identity 


61 




NCBI Description 


(U83179) unknown 


[Arabidopsis 


Seq. No. 


272771 




Contig ID 


40010 l.RlOll 




5 '-most EST 


qmh700029694.fl 




Seq. No. 


272772 




Contig ID 


40012 l.RlOll 




5 '-most EST 


yyf700351639.hl 




Method 


BLASTX 




NCBI GI 


gl351947 




BLAST score 


160 




E value 


6.0e-ll 




Match length 


96 




% identity 


36 





37995 



NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



CLATHRIN COAT ASSEMBLY PROTEIN AP47 HOMOLOG (CLATHRIN COAT 
ASSOCIATED PROTEIN AP47 HOMOLOG) (GOLGI ADAPTOR AP-1 47 KD 
PROTEIN HOMOLOG) [HAl 47 KD SUBUNIT HOMOLOG) (CLATHRIN 
ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 1 MED... 

>gi_2133801_pir 150530 clathrin-associated adaptor protein 

p47~- electric ray (Discopyge oramata) >gi_468275 (L07072) 
clathrin-associated adaptor protein [Discopyge ommata] 

272773 

40021_1.R1011 
uC-zmflmol7154e09bl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272774 

40029__1.R1011 

uC- zmf Imol 7 2 4 9bO 8 a 1 

BLASTX 

g629774 

217 

2.0e-17 

76 
55 

beta-ketoacyl-ACP synthase - barley 

>gi_4 987 42_emb_CAA84 023_ {Z34269) beta-ketoacyl-ACP 
synthase [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272775 

40035_1.R1011 

uC-zmflmol7273d01bl 

BLASTX 

g2980789 

144 

8.0e-09 

32 
69 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
272776 

40041_1.R1011 
wyr700240681.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272777 

40041_2.R1011 

uC-zmflmol7283c09bl 

BLASTX 

g4510373 

173 

2.0e-12 

129 

32 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272778 

40050_1.R1011 
LIB3180-060-P2-M1-G1 



Seq. No. 



272779 



37996 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40052_1.R1011 

xsy700212938.hl 

BLASTX 

g2498312 

233 

3.0e-19 

120 

42 

PROBABLE DIHYDROPYRIMIDINE DEHYDROGENASE (NADP+) (DPD) 
(DIHYDROURACIL DEHYDROGENASE) (DIHYDROTHYMINE 
DEHYDROGENASE) >gi_1049458 (U39742) coded for by C. elegans 
cDNA yk28e9.3; coded for by C. elegans cDNA yk28e9.5; coded 
for by C. elegans cDNA yk28h9.3; coded for by C. elegans 
cDNA yk28h9,5; coded for by C, elegans cDNA yk4 0e4,5; coded 
for by C. elegans cDNA yk5h3.5; 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272780 

40068_1.R1011 

LIB3180-061-P2-M1-A4 

BLASTX 

g4056480 

261 

2.0e-22 

113 
46 

{AC0058 96) putative adenylate kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272781 

40081__1.R1011 
ypc700798842.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272782 

40082_1.R1011 
uC-zmflmol7 095g05b3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272783 

40088_1.R1011 

LIB3180-061-P2-M1-D12 

BLASTX 

g3738306 

535 

8.0e-55 

142 
68 

(AC00530 9) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272784 

40092^1. RlOll 
LIB3180-061-P2-M1-D7 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



272785 

40095_1.R1011 

LIB30 62-007 -Q1-K1-F6 

BLASTX 

g80302 

189 

l.Oe-13 



37997 



Match length 

% identity 

NCBI Description 



162 
34 

hypothetical protein 1 - Bacillus subtilis (fragment) 
>gi_809662_emb_CAA29533_ {X06168) ORF 1 (178 AA) (1 is 2nd 
base in codon) [Bacillus subtilis] 



Seq. No. 

Contig ID 
5 '-most EST 



272786 

40095_3.R1011 
LIB3180-061-P2-M1-E10 



Seq. No. 
Contig ID 
5 '-most EST 



272787 

40095_4.R1011 
hbs701183277.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



272788 

40104_1.R1011 

xyt700343362.hl 

BLASTX 

g2109293 

237 

8.0e-20 

99 

53 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272789 

40121_1.R1011 

uC-zmflb73224hl0bl 

BLASTX 

gll43069 

791 

2.0e-84 
194 
77 

(U30600) 
porrum] 



3-ketoacyl carrier protein synthase III [Allium 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272790 

40121_2.R1011 

LIB3180-061-P2-M1-H10 

BLASTX 

gll43069 

725 

6.0e-77 
179 
76 

(U30600) 
porrum] 



3-ketoacyl carrier protein synthase III [Allium 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



272791 

40121_3.R1011 

uC-zmflmol7 224hl0al 

BLASTX 

gll43069 

229 

l.Oe-18 



37998 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 



50 
90 

(U30600; 
porrum] 



3-ketoacyl carrier protein synthase III [Allium 



272792 

40130_1.R1011 

uC-zmflb73028gl0bl 

BLASTX 

g3367520 

181 

3.0e-16 

86 

55 

(AC004392) Similar to protein kinase APKIA, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 

272793 

40130_2.R1011 
xmt700265464.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272794 

40132_1.R1011 

LIB3180-062-P2-M1-A12 

BLASTX 

g3510253 

314 

4.0e-29 

108 

56 

{AC005310) hypothetical protein [Arabidopsis thaliana] 
272795 

40138_1.R1011 
LIB3180-0 62-P2-M1-B6 

272796 

40144_1.R1011 

LIB189-018-Q1-E1-C6 

BLASTX 

g4099921 

199 

3.0e-15 

69 
57 

(U91982) EREBP-3 homolog [Stylosanthes hamata] 
272797 

40144_2.R1011 

LIB3066-025-Q1-K1-D10 

BLASTN 

g4099913 

40 • 

4.0e-13 

96 

85 



37999 



11 



NCBI Description Stylosanthes hamata ethylene-responsive element binding 
protein homolog gene, complete cds 



Seq* No, 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



272798 

40145_1.R1011 
wyr700239784.hl 

272799 

40147^1, RlOll 

LIB3137-014-Q1-K1-E7 

BLASTX 

g2341042 

196 

2.0e-14 

235 

34 

{AC000104) F19P19.26 [Arabidopsis thaliana] 
272800 

40152_1.R1011 

uC-zmflm017 082e05bl 

BLASTX 

g3334150 

1271 

1. Oe-140 

319 

80 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR 

(MG-PROTOPORPHYRIN IX CHELATASE) >gi_212 9847_pir JC4312 

chlorophyll magnesium chelatase (EC 4.99.-.-) - soybean 
chloroplast >gi_1732469_dbj_BAA082 91_ (D45857) Mg chelatase 
subunit (4 6 kD) [Glycine max] 

272801 

40153_1.R1011 
LIB3180-062-P2-M1-D12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
-BLAST score 
E value 
Match length 
% identity 



272802 

40164_1.R1011 

uC-zmflb73039c01bl 

BLASTX 

g3522943 

2 63 

9.0e-23 

107 
49 

(AC004411) putative p-glycoprotein 
272803 

40164^2. RICH 

LIB3180-062-P2-M1-E4 

BLASTX 

g3522943 

1140 

l.Oe-125 

277 
40 



[Arabidopsis thaliana] 



38000 



CI 



NCBI Description (AC004411) putative p-glycoprotein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^-inost EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272804 

40171_1.R1011 
LIB3180-062-P2-M1-F2 

272805 

40172_1.R1011 

LIB3068-042-Q1-K1-E4 

BLASTX 

g4567275 

259 

2.0e-22 

92 

54 

(AC006841) hypothetical protein [Arabidopsis thaliana] 
272806 

40185_1.R1011 

LIB3180-062-P2-M1-G8 

BLASTX 

g4336436 

862 

l.Oe-92 

271 

61 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
272807 

40187_1.R1011 

uC- zmr oB7 3015e09bl 

272808 

40202_1.R1011 

LIB3067-04 9-Q1-K1-H11 

BLASTX 

g2342685 

183 

7.0e-16 

121 

47 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504, gb__H36650, gb_N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



272809 

40203_1.R1011 
LIB3181-001-P1-M1-B7 



Seq. No. 
Contig ID 
5 '-most EST 



272810 

40217_2.R1011 
ntr700074938.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



272811 

40226_1.R1011 

uC-zmflm017018d03bl 

BLASTX 



38001 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



g3426043 
1177 

l.Oe-129 

341 

64 

(AC005168) putative choline kinase [Arabidopsis thaliana] 
272812 

40226_3.R1011 

uC-zmflb73126e06al 

BLASTX 

g3426043 

204 

6.0e-16 

52 

67 

(AC005168) putative choline kinase [Arabidopsis thaliana] 
272813 

40226_4.R1011 

uC-2mflb73083d04b2 

BLASTX 

g3426043 

162 

5,0e-ll 

65 

52 

(AC005168) putative choline kinase [Arabidopsis thaliana] 
272814 

40230_1.R1011 
LIB3069-005-Q1-K1-D12 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272815 

40250_1.R1011 

uC- zmf IMo 1 7 01 9g0 9bl 

272816 

40250_2.R1011 

LIB3060-04 9-Q1-K1-H11 

BLASTX 

g3757527 

466 

2.0e-46 

104 

78 

(AC005167) putative ribosomal protein L27 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



272817 

40250_3.R1011 

LIB36-008-Q1-E1-C3 

BLASTX 

g3757527 

281 

8 .Oe-25 

60 



38002 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



85 

{AC005167) putative ribosomal protein L27 [Arabidopsis 
thaliana] 

272818 

40253_1.R1011 

uC-zmflinol7022a04bl 

BLASTX 

g4204294 

704 

3.0e-74 

192 

74 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

272819 

40256_1.R1011 
xjt700096042.hl 

272820 

40258_1.R1011 
uC-zmflmol7011a02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



272821 

40273_1.R1011 

LIB3181-003-P1-K2-D12 

BLASTX 

g2B94572 

296 

7.0e-53 

138 
76 

(AL021890) calcium-dependent protein kinase - like protein 
[Arabidopsis thaliana] >gi_2961339_emb__CAA18097 . 1_ 
(AL022140) calcium-dependent protein kinase - like protein 
[Arabidopsis thaliana] 

272822 

40277_2.R1011 
LIB3067-009"Q1-K1-A4 

272823 

40285_1.R1011 

LIB3181-003-P1-M1-H2 

BLASTN 

g507844 

75 

6,0e-34 

167 

87 

Zea mays A188 retrotransposon gag gene, complete cds 
272824 

40348_1.R1011 

LIB3181-004-P1-M1-C2 

BLASTX 



38003 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539422 
489 

3.0e-49 

147 

64 

(AL049171) putative protein [Arabidopsis thaliana] 
272825 

40351_1.R1011 

cat700016851.rl 

BLASTX 

g3702321 

162 

4.0e-ll 

31 
90 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272826 

40360_1.R1011 

uC-zmflmol7158g07al 

BLASTX 

g4455754 

152 

l.Oe-09 

108 

35 

(AL035478) hypotheticar protein SC2G5.30 [Streptomyces 
coelicolor] 



Seq. No. 
Contig ID 
5 '-most EST 



272827 

40363_1.R1011 
mwy700440028.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 



272828 

40371_1.R1011 

ntr700072746.hl 

BLASTX 

gl871526 

506 

2.0e-67 

273 

54 

(X81997) leucine-rich-repeat protein [Helianthus annuus] 
272829 

40377_1.R1011 
LIB3181-006-P1-K2-F8 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



272830 

40382_1.R1011 
cyk700048344.fl 

272831 

40384_1.R1011 
uC-zmflmol7219c04bl 



38004 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5^ -most EST 



BLASTX 

g4454458 

348 

l.Oe-32 

127 

58 

(AC006234] 



unknown protein [Arabidopsis thaliana] 



272832 

40392_1.R1011 

LIB3181-007-P1-M1-E10 

BLASTX 

g2244831 

251 

2.0e-30 

148 

54 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
272833 

40394__1.R1011 
LIB3181-007-P1-M1-D12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272834 
40397_1 
LIB3181 
BLASTX 
g2618693 
191 

2.0e-14 

133 

35 

(AC002510) 
thaliana] 



RlOll 
007-Pl- 



■K2-F6 



putative zinc-finger protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



272835 

40399_1. RlOll 
LIB3181-007-P1-M1-G1 



Seq. No. 

Contig ID 
5 '-most EST 



272836 

40401_1. RlOll 
xmt700256906.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272837 

40417_1. RlOll 
LIB3181-007-P1-M1-B9 

272838 

40445__1. RlOll 

LIB3181-008-P1-K2-A10 

BLASTX 

g2245006 

163 

4.0e-ll 

85 
40 

{Z97341) hypothetical protein [Arabidopsis thaliana] 



38005 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272839 

40450_1,R1011 

LIB3181-008-P1-K2-A6 

BLASTX 

g3600049 

350 

4 .Oe-33 

149 

54 

(AF080120) similar to initiation factor IF2-beta (Pfam: 
GTP EFTU.hmm, score: 226.67) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272840 

40455_1.R1011 

xmt700266753.hl 

BLASTN 

g3046856 

42 

9.0e-14 

90 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI22, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272841 

40455__2.R1011 

LIB3136-010-Q1-K1-C3 

BLASTN 

g3046856 

43 

l.Oe-14 

95 
86 

Arabidopsis thaliana genomic DNA, chromosome 5/ 
MXI22, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 
5 '-most EST 



272842 

40458_1.R1011 
LIB3067-028-Q1-K1-F9 



Seq. No. 
Contig ID 
5 '-most EST 



272843 

40464_1.R1011 

LIB30 69-04 4-Q1-K1-C2 



Seq. No. 
Contig ID 
5 '-most EST 



272844 

40465^1. RlOll 
LIB3181-008-P1-K2-D2 



Seq. No. 

Contig ID 
5 '-most EST 



272845 

40468_1.R1011 
LIB3181-008-P1-K2-E4 



Seq. No. 
Contig ID 
5 '-most EST 



272846 

40469_1.R1011 
uC-zmflmol7134c06al 



38006 



Seq. No. 


272847 


Contig ID 


40471_1 , RlOll 


5 '-most EST 


nbm700465509.hl 


Method 


BLASTX 


NCBI GI 


gl66410 


BLAST score 


566 


E value 


3.0e-58 


Match length 


123 


% identity 


81 


NCBI Description 


(L07291) Alfin-1 [Medicago sativa] 


Seq. No, 


272848 


Contig ID 


40472_1 . RlOll 


5 '-most EST 


LIB3181-008-P1-K2-F4 


Method 


BLASTX 


NCBI GI 


g4505829 


BLAST score 


156 


E value 


3.0e-10 


Match length 


130 


% identity 


33 


NCBI Description 


gene from NF2 /meningioma region of 22ql2 




>gi 2135172 pir 139463 gene anonymous prot 




>gi_388012 (L18972) anonymous [Homo sapiens 


Seq. No. 


272849 


Contig ID 


40507 1. RlOll 


5 '-most EST 


uC-zmflb7 3018f lOal 


Seq. No. 


272850 


Contig ID 


40516_1. RlOll 


5 '-most EST 


xsy700211611.hl 


Method 


BLASTX 


NCBI GI 


g3687239 


BLAST score 


666 


E value 


8.0e-70 


Match length 


141 


% identity 


89 


NCBI Description 


(AC005169) putative clathrin coat assembly 




[Arabidopsis thaliana] 


Seq. No. 


272851 


Contig ID 


40522_1. RlOll 


5 '-most EST 


uC-zmflb73193d01bl 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


425 


E value 


l.Oe-41 


Match length 


138 


% identity 


67 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis 


Seq. No. 


272852 


Contig ID 


40532 1. RlOll 


5 '-most EST 


uC-zmroteosintel20b07b2 


Method 


BLASTX 


NCBI GI 


g913227 


BLAST score 


316 



human 



38007 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-28 

148 
49 

transcription factor XlDP-1 [Xenopus laevis, embryos. 
Peptide, 409 aa] 



Seq, No. 
Contig ID 
5 '-most EST 



272853 

40533__1.R1011 
uC-zmflmol7334c02bl 



Seq. No. 
Contig ID 
5 '-most EST 



272854 

40537__1.R1011 
LIB3181-010-P1-K2-B1 



Seq. No. 
Contig ID 
5 '-most EST 



272855 

40543_1.R1011 
LIB3181-010-P1-M1-B9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272856 

40549_1.R1011 

LIB3181-010-P1-K2-D2 

BLASTX 

gl087073 

549 

2. Oe-56 

144 

70 

(S7 9243) calmodulin-binding heat-shock protein, CaMBP 
[Nicotiana tabacum=tobacco, Wisconsin-38, Peptide, 449 aa] 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 



272857 

40592^1. RlOll 
uC-zmflmol7037ellal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272858 

40618_1.R1011 

hvj700620344.hl 

BLASTX 

g4567246 

440 

2.0e-43 

160 

57 

(AC007070) unknown protein [Arabidopsis thaliana] 
272859 

40618_2.R1011 

uC-zmflb73017d04bl 

BLASTX 

g4567246 

342 

4.0e-32 

104 

66 

(AC007070) unknown protein [Arabidopsis thaliana] 



38008 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272860 

40618_3.R1011 

xyt700345525.hl 

BLASTX 

g4567246 

162 

2.0e-ll 

37 

78 

(AC007070) unknown protein 
272861 

40619_1.R1011 

pmx700083816.hl 

BLASTX 

g2651316 

504 

7.0e-51 

132 

73 

(AC002336) unknown protein 
272862 

40619_2.R1011 

uC-zmflmol7054c06al 

BLASTX 

g2651316 

182 

2.0e-13 

56 
61 

(AC002336) unknown protein 
272863 

40623_1.R1011 
uC-zmflmol7097d05bl 

272864 

40626__1.R1011 
LIB3067-055-Q1-K1-D12 

272865 

40630_1.R1011 
LIB3181-013-P1-K2-C8 

272866 

40635_1.R1011 

qmh700028205.fl 

BLASTX 

g2832623 

453 

4.0e-45 

166 
55 

(AL021711) protein kinase - 
thaliana] 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



like protein [Arabidopsis 



38009 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272867 

40652_1.R1011 
uC-zmflb73274h06bl 

272868 

40657_1.R1011 

LIB3181-014-P1-K2-B5 

BLASTX 

g542176 

289 

l.Oe-25 

114 
56 

probable finger protein WZFl - wheat 

>gi_485814_dbj_BAA03901_ (D16415) WZFl [Triticum aestivum] 
>gi_485816__dbj_BAA03902_ (D16416) WZFl [Triticum aestivum] 

272869 

40668_1.R1011 

LIB3181-014-P1-M1-E1 

BLASTX 

g2673917 

262 

7.0e-23 

82 
65 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



272870 

40674_1.R1011 

LIB3181-014-P1-K2-E8 

BLASTX 

gl21472 

220 

6.0e-18 

102 

48 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326__pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9__ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

272871 

40675_1.R1011 
LIB318 1-014 -P1-M1-E9 

272872 

40681_1.R1011 

tfd700574177.hl 

BLASTX 

g416657 

484 

2.0e-48 
151 



38010 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



58 

ANTI-SILENCING PROTEIN 1 >gi_320 638_pir S30766 ASFl 

protein - yeast (Saccharomyces cerevisiae) >gi_171091 
(L07593) ASFl [Saccharomyces cerevisiae] 
>gi_1008304_emb_CAA8 9410_ [Z49390) ORE YJLllSw 
[Saccharomyces cerevisiae] 

272873 

40682_1.R1011 

LIB3181-014-P1-M1-G10 

BLASTX 

gll75611 

298 

5.0e-27 

136 

49 

HYPOTHETICAL PROTEIN HI1590 >gi_1074851_pir F64172 

hypothetical protein HI1590 - Haemophilus influenzae 
(strain Rd KW20) >gi_1574435 (U32833) conserved 
hypothetical protein [Haemophilus influenzae Rd] 

272874 

40749_1.R1011 
xdb700341642.hl 

272875 

40755_1.R1011 

uC- zmf Imo 17 180h08bl 

BLASTX 

g2772516 

168 

l.Oe-11 

63 

52 

(U44979) kinesin-related protein 2 [Rattus norvegicus] 
272876 

40756_1.R1011 
LIB3060-047-Q1-K1-D1 



Seq. No. 
Contig ID 
5 '-most EST 



272877 

40782_1.R1011 
LIB84-010-Q1-E1-G3 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272878 

40789_1.R1011 
uC-zmflmol7293e09bl 

272879 

40796_1.R1011 

xsy700217044.hl 

BLASTX 

g2801538 

538 

l.Oe-54 

206 

54 



38011 



NCBI 



Description (AF039532) harpin induced gene 1 homolog [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272880 

40804_1.R1011 
ypc700799256.hl 

272881 

40808_1.R1011 

xjt700094652.hl 

BLASTX 

g3894197 

812 

7.0e-87 

184 

79 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
272882 

40812_1.R1011 

uC-zmflmol7030f02bl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
272883 

40812_2.R1011 

wty700169575.hl 

BLASTX 

g2117624 

156 

3,0e-10 

56 

55 

peroxidase (EC 1.11.1.7) 2 - alfalfa 

>gi_971564_emb_CAA62228_ (X90695) peroxidase2 [Medicago 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272884 

40824__1.R1011 
LIB83-002-Q1-E1-B3 

272885 

40831_1.R1011 

jfc700968601.hl 

BLASTX 

g3182886 

273 

l.Oe-23 

135 

44 

ACTIN 1 >gi_2653412_emb_CAA74015_ 
[Saccoglossus kowalevskii] 



(Y13664) actin 



38012 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



272886 

40831_2.R1011 
LIB3137-013-Q1-K1-E12 

272887 

40847_1.R1011 
nwy700445930.hl 

272888 

40848_1.R1011 

uC-zmflmol7015fl0bl 

BLASTX 

g2462822 

668 

l.Oe-69 

394 
37 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
272889 

40866_1.R1011 

LIB3182-005-P2-M1-G10 

BLASTX 

gl055162 

357 

2.0e-33 

313 
32 

(U40029) coded for by C. elegans cDNA ykl6bl.3; coded for 
by C. elegans cDNA yk8g6.5; coded for by C. elegans cDNA 
yk8g6.3; coded for by C. elegans cDNA yk6d3.5; coded for by 
C. elegans cDNA yk6d3.3; coded for by C. elegans cDNA 
yk7el2.5; co 

272890 

40871_1.R1011 
tfd700570708.hl 

272891 

40904_1.R1011 
LIB143-006-Q1-E1-H11 

272892 

40925_1.R1011 

LIB3060-023-Q1-K1-B6 

BLASTX 

g2105137 

706 

8.0e-75 

155 
85 

(U66876) ADP-glucose pyrophosphorylase large subunit 
[Horde urn vulgare] 

272893 

40943_1.R1011 
xsy700217696.hl 



38013 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5^ -most EST 



272894 

40945_1.R1011 
pmx700089534.hl 

272895 

40954_1.R1011 
uC-zmflb73175h06a2 



Seq. No. 
Contig ID 
5 '-most EST 



272896 

40955_1.R1011 
LIB3117-012-Q1-K1-C12 



Seq, No. 
Contig ID 
5^ -most EST 



272897 

40960_1.R1011 
xmt700267490.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272898 

40961_1.R1011 

nbm700464633.hl 

BLASTX 

g4512667 

617 

l.Oe-63 

299 

49 

(AC006931) putative 



MAP kinase [Arabidopsis thaliana] 



272899 

40969_1.R1011 

nbm700474251.hl 

BLASTX 

g3702338 

451 

l.Oe-44 

147 

56 

(AC005 397) unknown protein [Arabidopsis thaliana] 
272900 

40981^1. RICH 
LIB3182-012-P2-M1-A6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272901 

40995__1.R1011 

LIB18 9-022-Q1-E1-G8 

BLASTX 

gl076758 

469 

5.0e-47 

101 

84 

heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi__556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



38014 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



272902 

41015_1.R1011 

zuv700356860.hl 

BLASTX 

g2245064 

234 

2.0e-19 

67 

57 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
272903 

41028_1.R1011 
pmx700091290.hl 

272904 

41047_1.R1011 

gct701172175.hl 

BLASTX 

g3451078 

170 

5.0e-12 

99 

33 

(AL031326) putative protein [Arabidopsis thaliana] 
272905 

41048_1.R1011 
LIB3136-007-Q1-K1-C4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



272906 

41062_1.R1011 

uC-zmflb73193g03bl 

BLASTX 

g4432841 

487 

6.0e-49 

167 

57 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
272907 

41062_3.R1011 

fwa700099553.hl 

BLASTX 

g4432841 

169 

3.0e-12 

82 
48 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
272908 

41074_1.R1011 

LIB3182-016-P2-M1-B4 

BLASTX 

gl350680 



38015 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



490 

l.Oe-49 

114 

81 

60S RIBOSOMAL PROTEIN LI 
272909 

41077_1.R1011 
LIB3117-004-Q1-K1-E1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 



272910 

41078_1.R1011 

fC-zmle700446705a3 

BLASTX 

g439434 

531 

l.Oe-53 

337 

37 

(L25941) integral nuclear envelope inner membrane protein 
[Homo sapiens] 

272911 

41097_1.R1011 
LIB3059-007-Q1-K1-A12 



Seq. No. 

Contig ID 
5 '-most EST 



272912 

41100_1.R1011 
uC-zmflmol7185c06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



272913 

41103_1.R1011 

uC-2mflmol7303dllbl 

BLASTX 

g4469019 

287 

2.0e-25 

105 

58 

{AL035602) putative protein [Arabidopsis thaliana] 
272914 

41121_1.R1011 
LIB327 9-003-P1-K1-A7 



Seq, No. 
Contig ID 
5 '-most EST 



272915 

41123__1.R1011 
LIB327 9-003-P1-K1-B1 



Seq, No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



272916 

41123_2.R1011 

xyt700344285.hl 

BLASTX 

g2827699 

240 

3.0e-20 

130 



38016 



% identity 


44 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana 


Qprr Wo 

O C • LN W • 


272917 


Contia ID 


41129 l.RlOll 


5 '-most EST 


LIB3069-035-Q1-K1-F5 


Seq* No. 


272918 


Contig ID 


41140 l.RlOll 


5 '-most EST 


LIB327 9-004-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl050918 


BLAST score 


212 


V, value 


1. Oe-16 


Match length 


94 


% identity 


45 


NCBI Description 


(X92648) lipid transfer protein [Helianthus annuus 


Sea. No. 


272919 


Contia ID 


41149 l.RlOll 


5 '-most EST 


ntr700072937 .hi 


Sea No . 


272920 


Contig ID 


41150 l.RlOll 


S ' -most EST 


yyf700350740.hl 


Method 


BLASTX 


NCBI GI 


gl053045 


BLAST score 


149 


III V d _L LLC 


2 . Oe-09 


M;=ii~r'hi 1 enath 


93 


?; "i rientitv 


45 


NCBI Description 


(U38424) histone H3 [Glycine max] 


Spa No 


272921 


Contig ID 


41151 l.RlOll 


5 '-most EST 


LIB3061-011-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g470340 


BLAST score 


364 


E value 


4.0e-39 


Mai"ph 1 pnath 


196 


% identity 


45 


NCBI Description 


{U00043) similar to beta-mannosyltransf erase 


[Caenorhabditis elegans] 


Seq, No, 


272922 


Contig ID 


41154 l.RlOll 


5 ' -most EST 


uC-zmflmol7052h06al 


Sea. No. 


272923 


Contia ID 


41156 l.RlOll 


5 '-most EST 


LIB327 9-003-P1-K1-D8 


Seq. No. 


272924 


Contig ID 


41158 l.RlOll 


5 '-most EST 


wyr700239831,hl 


Method 


BLASTX 



38017 



NCBI GI g4314358 

BLAST score 473 

E value 7.0e-48 

Match length 314 

% identity 41 

NCBI Description (AC006340) putative kinesin heavy chain protexn 
[Arabidopsis thaliana] 




Seq. No. 272925 
Contig ID 41167_1 .RlOll 

5'-most EST LIB327 9-003-P1-K1-E7 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272926 

41171_1. RlOll 

LIB36-016-Q2-E2-E2 

BLASTX 

g2245001 

443 

6. Oe-44 

101 

82 

{Z97341) similarity to NADH dehydrogenase (ubiquinone) 
[Arabidopsis thaliana] 



Seq. No. 272927 
Contig ID 41177_1 . RlOll 

5^-most EST ypc700800789 . hi 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272928 

41179_1. RlOll 

yyf700351522.hl 

BLASTX 

gl652609 

163 

l,0e-ll 

180 
32 

(D90906) 2-hydroxy-6-oxohepta-2, 4-dienoate hydrolase 
[Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272929 

41182^1. RlOll 

LIB327 9-003-P1-K1-G11 

BLASTN 

g2944039 

328 

0. Oe+00 

496 

99 

Zea mays indeterminate spikelet 1 (idsl) 



mRNA, complete cds 



Seq. No. 272930 

Contig ID 41184^1 . RlOll 

5 '-most EST LIB327 9-003-P1-K1-G3 

Seq. No. 272931 

Contig ID 41191_1 . RlOll 



38018 



# 



5 '-most EST 



LIB3067-032-Ql~Kl-F4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

l^CBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



272932 

41223_1.R1011 

vux700157224.hl 

BLASTX 

g3355474 

959 

l.Oe-104 

217 

82 

(AC004218) unknown protein [Arabidopsis thaliana] 
272933 

41244_1.R1011 

LIB143-039-Q1-E1-B6 

BLASTX 

g2909583 

447 

3.0e-44 

200 

48 

(AL02192 6) oxcA [Mycobacterium tuberculosis] 
272934 

41248_1.R1011 

uC-zmflmol7310b07al 

BLASTX 

g2344889 

355 

3.0e-33 

124 
50 

(ACQ02388) unknown protein [Arabidopsis thaliana] 
272935 

41251_1.R1011 
uC-zmflb73169a07b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272936 

41252_1.R1011 

ymt700220579.hl 

BLASTX 

gl346763 

1428 

l.Oe-159 

316 

80 

SERINE/THREONINE PROTEIN PHOSPHATASE PPl 

>gi_1084363_pir S46282 phosphoprotein phosphatase 1 - 

Alfalfa >gi_575 672__emb_CAA5 6766_ (X80788) potentially 
catalitic subunit of the ser /thr protein phosphatase 1 
[Medicago sativa subsp. X varia] 



Seq. No. 

Contig ID 
5 '-most EST 



272937 

41256^1. RlOll 
LIB3279-017-P1-K1- 



F7 



38019 



Seq. No. 
Contig ID 
5 '-most EST 



272938 

41256_2.R1011 
fdz701161305,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig^ 'ID 
"§'*-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



272939 

41260_1.R1011 

pmx700081812.hl 

BLASTX 

g2959781 

441 

3.0e-48 

131 

73 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
272940 

41264_1.R1011 

uC-zmflb73265g06b4 

BLASTX 

gl30582 

358 

8.0e-40 

144 

55 

RETROVIRUS-RELATED POL POLYPROTEIN FROM TRANSPOSON TNT 1-94 
[CONTAINS: PROTEASE ; REVERSE TRANSCRIPTASE ; ENDONUCLEASE] 

>gi__100342_pir S04273 hypothetical protein - common 

tobacco >gi_20045_emb_CAA32025_ (X13777) ORE [Nicotiana 
tabacum] 

272941 

41270_1.R1011 
LIB327 9-004-P1-K1-H10 
BLASTN 
g22212 
98 

l.Oe-47 

257 
64 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 

NCBI Description Z.mays DNA for cl locus 



Seq. No. 
Contig ID 
5 '-most EST 



272942 

41282_1.R1011 
tfd700574050.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272943 

41286_1.R1011 

xjt700093776.hl 

BLASTX 

g3618214 

216 

6.0e-17 

189 

34 

(AL03157 9) dihydrofoiate reductase [Schizosaccharomyces 
pombe] 



38020 



Seq. No. 
Contig ID 
5 '-most EST 



272944 

41286_3.R1011 
LIB3062-034-Q1-K1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



272945 

41290_1.R1011 

uC~zmflb73076hl2b2 

BLASTX 

g4218002 

451 

4.0e-44 

456 
32 

(AC006135) putative UTP-glucose glucosyltransf erase 
[Arabidopsis thaliana] 

272946 

41290_2.R1011 
uC-zmflb73274b06bl 



Seq. No. 

Contig ID 
5 '-most EST 



272947 

41290_3.R1011 
uC-zmflmol7129b01al 



Seq. No. 
Contig ID 
5 '-most EST 



272948 

41291_1.R1011 

LIB327 9-054-P1-K1-E10 



Seq, No. 
Contig ID 
5 '-most EST 



272949 

41292_1.R1011 
LIB327 9-006-P1-K1-A8 



Seq. No. 

Contig ID 
5 '-most EST 



272950 

41293_1.R1011 
LIB3066-017-Q1-K1-H3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



272951 

41299_1.R1011 

xmt700260384.hl 

BLASTX 

g4503293 

341 

2.0e-31 

233 
33 

DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 16 
>gi_3913445_sp_O60231_DDXX_HUMAN PUTATIVE PRE-MRNA SPLICING 
FACTOR RNA HELICASE (ATP-DEPENDENT RNA HELICASE #3) 
(KI7VA0577) >gi_3107 913_dbj_BAA25908_ (AB001601) 
ATP-dependent RNA helicase #3 [Homo sapiens] 

272952 

41301_1.R1011 
uC-zmflb73003d08al 



Seq. No. 



272953 



38021 



® 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41308_1.R1011 

vux700157343,hl 

BLASTX 

g2443329 

368 

7.0e-35 

104 

65 

(D86122) Mei2-like protein 



272955 

41310__1.R1011 

pwf700321707.hl 

BLASTX 

g2104446 

263 

3,0e-22 

300 

24 

{Z95396) WD-repeat protein 
272956 

41322__1.R1011 

LIB327 9-005-P1-K1-E10 



[Arabidopsis thaliana] 



[Zea mays] 



[Schizosaccharomyces pombe] 



272954 

41309_1.R1011 

LIB327 9-005-P1-K1-D1 

BLASTX 

g3264611 

450 

2.0e-44 

96 
85 

(AF061511) seven in absentia homolog 



272957 

41325_1.R1011 

LIB327 9-005-P1-K1-E2 

BLASTX 

g2253010 

744 

3.0e-79 

167 

81 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 

272958 

41326_1.R1011 

xsy700213009.hl 

BLASTX 

g3212863 

902 

2.0e-97 

235 
75 
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NCBI Description 



{AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 


272959 




Contig ID 


41327 l.RlOll 




5 '-most EST 


LIB3279-005-P1-K1 


-E4 


Seq. No. 


272960 




Contig ID 


41329 2.R1011 




5 '-most EST 


LIB3059-015-Q1-K1 


-C5 


Seq. No. 


272961 




Contig ID 


41332 l.RlOll 




5^ -most EST 


hbs701181442.hl 




Seq. No. 


272962 




Contig ID 


41335 l.RlOll 




5 '-most EST 


wty700172749.hl 




Method 


BLASTX 




NCBI GI 


g2160167 




BLAST score 


647 




E value 


l.Oe-67 




Match length 


219 




% identity 


67 




NCBI Description 


(AC000132) Identical 



(gb_D58424) 



A. thaliana Myb-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272963 

41355_1.R1011 

LIB327 9-005-P1-K1-H11 

BLASTX 

g3953458 

391 

l.Oe-37 

171 

50 

(AC002328) F20N2.3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272964 

41355_2.R1011 

xjt700092371.hl 

BLASTX 

g3953458 

232 

4.0e-19 

69 

64 

(AC002328) F20N2, 



3 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272965 

41356_1.R1011 
LIB327 9-005-P1-K1-H2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



272966 

41363_1.R1011 

vqh700053184.rl 

BLASTX 



38023 




NCBI GI gl351989 
BLAST score 1537 
E value O.Oe+00 
Match length 558 
% identity 75 

NCBI Description ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 

(GLUTAMINE-DEPENDENT ASPARAGINE SYNTHETASE) 
>gi_984262_emb_CAA58052_ {X82849) asparragine synthetase 
[Zea mays] 

Seq. No. 272967 

Contig ID 41363_3 . RlOll 

5 '-most EST ntr700077337 . hi 

Method BLASTX 

NCBI GI gl351983 

BLAST score 198 

E value 8.0e-25 

Match length 78 

% identity 74 

NCBI Description ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 1 
(GLUTT^INE-DEPENDENT ASPARAGINE SYNTHETASE 1) 

>gi__2147131_pir S57 931 asparagine synthase 

(glutamine-hydrolysing) (EC 6,3.5.4) - Lotus japonicus 

>gi_2147133_pir S69182 asparagine synthase 

(glutamine-hydrolysing) (EC 6.3.5.4) 1 - Lotus japonicus 
>gi_8 97771_emb_CAA6158 9_ (X89409) asparagine synthase 
(glutamine-hydrolysing) [Lotus japonicus] 

Seq. No. 272968 

Contig ID 41363_4 . RlOll 

5'-most EST tzu700204290 .hi 

Method BLASTX 

NCBI GI gl351989 

BLAST score 200 

E value 5.0e-26 

Match length 69 

% identity 93 

NCBI Description ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 

(GLUTAMINE-DEPENDENT ASPARAGINE SYNTHETASE) 
>gi_984262_emfo_CAA58052__ (X82849) asparragine synthetase 
[Zea mays] 

Seq, No. 272969 

Contig ID 41366^1 . RlOll 

5 '-most EST uC-zmflb73299cl0bl 

Method BLASTX 

NCBI GI g3128169 

BLAST score 194 

E value l.Oe-14 

Match length 72 

% identity 51 

NCBI Description (AC004521) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 272970 

Contig ID 41375_1. RlOll 

5 '-most EST LIB327 9-006-P1-K1-B4 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272971 

41385_1.R1011 

yyf700352039.hl 

BLASTX 

gl742883 

154 

4.0e-10 

115 

34 

(D90820) 2-dehydro-3-deoxygluconokinase (EC 2.7.1,45) 
(2-keto-3- Deoxygluconokinase) ( 3-deoxy-2-oxo-d-gluconate 
kinase) (Kdg kinase) . [Escherichia coli] 
>gi_17428 91_dbj_BAA15570_ (D90821) 

2-dehydro-3-deoxygluconokinase (EC 2.7.1.45) (2-keto-3- 
Deoxyglucono kinase) (3-deoxy-2-oxo-d-gluconate kinase) (Kdg 
kinase). [Escherichia coli] >gi__1788071 (AE000272) putative 
kinase [Escherichia coli] 



Seq. No. 

Contig ID 
5 '-most EST 



272972 

41390__1.R1011 
xjt700096085.hl 



Seq. No. 
Contig ID 
5 '-most EST 



272973 

41391_1.R1011 
rvl700456337.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272974 

41396_1.R1011 

pmx700089058.hl 

BLASTX 

g4220489 

511 

l.Oe-51 

238 
35 

(AC006069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272975 

41401_1.R1011 
LIB327 9-006-P1-K1-D9 



Seq. No. 
Contig ID 
5 '-most EST 



272976 

41404_1.R1011 

LIB327 9-006-P1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272977 

41412_1.R1011 

wen700332682.hl 

BLASTX 

g586021 

155 

3.0e-10 

64 
44 

PROBABLE PEPTIDYL-TRNA HYDROLASE (PTH) (STAGE V SPORULATION 

PROTEIN C) >gi_2127242_pir S66083 stage V sporulation 

protein - Bacillus subtilis >gi_4 67 4 42__dbj_BAA05288_ 
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(D26185) stage V sporulation [Bacillus subtilis] 
>gi_2632320_einb_CAB11829_ {Z99104) thermosensitive mutant 
blocks spore coat formation (stage V sporulation) [Bacillus 
subtilis] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272978 

41415_1.R1011 

LIB327 9-006-P1-K1-F11 

272979 

41420_1.R1011 

LIB327 9-006-P1-K1-F6 

BLASTX 

g2108252 

1017 

l.Oe-111 

297 

35 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi__2108254_emb_CAA7127 6_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272980 

41424_1.R1011 

LIB3279-0G6-P1-K1-G1 

BLASTX 

g3738327 

214 

2.0e-17 

85 

47 

{AC005170) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



272981 

41429_1.R1011 
LIB3279-006-P1-K1-H10 



Seq. No. 

Contig ID 
5 '-most EST 



272982 

41432_1.R1011 
zuv700353248.hl 



Seq. No. 

Contig ID 
5 '-most EST 



272983 

41432_2.R1011 
clt700043639.fl 



Seq. No. 
Contig ID 
5 '-most EST 



272984 

41436_1.R1011 
LIB3279-006-P1-K1-H6 



Seq. No. 
Contig ID 
5 '-most EST 



272985 

41436_2.R1011 
uC-zmflb73222b08al 



Seq. No. 

Contig ID 



272986 

41447 l.RlOll 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte008dl0bl 

BLASTX 

g4506043 

1126 

l.Oe-123 

326 
62 

prolyl endopeptidase >gi_134 6769_sp_P48147_PPCE_HUMAN 
PROLYL ENDOPEPTIDASE ( POST-PROLINE CLEAVING ENZYME) (PE) 
>gi_5585 96_eTrib_CAA52605_ (X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf_2124300A Pro oligopeptidase 

[Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272987 

41453_1.R1011 

LIB3136-005-Q1-K1-A6 

BLASTX 

g2980778 

145 

5.0e-09 

69 

41 

(AL022198) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



272988 

41458_1.R1011 
uC-zmroteosinte008fl2bl 



Method 


BLASTX 


NCBI GI 


g3201477 


BLAST score 


618 


E value 


7,0e-64 


Match length 


352 


% identity 


43 


NCBI Description 


(AJ006021) putative 1 




thaliana] 


Seq. No. 


272989 


Contig ID 


41459 l.RlOll 


5 '-most EST 


ymt700224048.hl 


Method 


BLASTX 


NCBI GI 


g4503527 


BLAST score 


163 


E value 


5.0e-ll 


Match length 


116 


% identity 


40 


NCBI Description 


UNKNOWN >gi_177 8051 


Seq. No. 


272990 


Contig ID 


41461 l.RlOll 


5 '-most EST 


LIB327 9-007-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


210 


E value 


l.Oe-16 


Match length 


84 


% identity 


52 


NCBI Description 


(AC006232) putative 



putative PRLl associated protein [Arabidopsis 



putative lipase [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 



272991 

41462_1.R1011 

LIB327 9-054-P1-K1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



272992 

41463_1.R1011 
uer700581684 .hi 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



272993 

41463_2.R1011 
pmx700083062.hl 

272994 

41465_1.R1011 
uC-zmflmol7070b03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272995 

41470_1.R1011 

LIB3279-007-P1-K1-D12 

BLASTX 

g3297819 

554 

l.Oe-56 
165 
66 

(AL031032) 
thaliana] 



protein kinase-like protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



272996 

41479_1.R1011 

uC-zmroteosinte063f 04bl 

BLASTX 

g3193330 

465 

4.0e-46 

218 
51 

(AF069299) contains similarity to Medicago sativa corC 
{GB:L22305) [Arabidopsis thaliana] 

272997 

41481_1.R1011 
LIB3062-028-Q1-K1-F1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272998 

41486_1.R1011 

uC-zmflb73116dl0b2 

BLASTX 

gl076486 

394 

2.0e-60 

229 
55 

ciml protein - soybean >gi_555616 (U03860) cytokinin 
induced message [Glycine max] 
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Seq. No. 
Contig ID 
5 '-most EST 



II 



272999 

41487_1.R1011 
uC-zmflmol7268a04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



273000 

41488_1.R1011 

uC-zmflb73160g06b2 

BLASTX 

g4100433 

318 

3.0e-29 

151 

46 

(AF000378) beta-glucosidase [Glycine max] 



273001 

41498_1.R1011 

uC-zmflmol7117el2bl 

BLASTX 

g3935148 

923 

l.Oe-100 

208 

80 

(AC005106) T25N20.12 



[Arabidopsis thaliana] 



273002 

41498^2. RlOll 

uC-zmflmol7316a08al 

BLASTN 

g22176 

53 

6.0e-21 

85 
45 



NCBI Description Z.mays P gene 



Seq. No. 

Contig ID 
5 '-most EST 



273003 

41500_1.R1011 

LIB327 9-007-P1-K1-G10 



Seq. No. 
Contig ID 
5 '-most EST 



273004 

41505_1.R1011 
LIB3279-007-P1-K1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273005 

41506_1.R1011 

LIB3279-007-P1-K1-G6 

BLASTX 

g3059131 

259 

3.0e-22 

98 
48 

(AJ000478) cytochrome P450 [Helianthus tuberosus] 



Seq. No. 



273006 
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Contig ID 
5^ -most EST 



® 



41510_1.R1011 
uC-zmflb73303b02bl 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



273007 

41511_1.R1011 

LIB327 9-007-P1-K1-H10 

BLASTX 

g3201477 

202 

2.0e-15 

134 
32 

(AJ006021) putative PRLl associated protein [Arabidopsis 
thaliana] 

273008 

41524_1.R1011 
LIB327 9-008-P1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273009 

41526__1.R1011 
LIB327 9-053-P1-K1-A8 

273010 

41532_1.R1011 

cjh700194691.hl 

BLASTX 

g3880399 

170 

6,0e-12 

76 

43 

(Z71267) predicted using Genefinder; cDNA EST yk275h2.3 
comes from this gene; cDNA EST yk309gll.3 comes from this 
gene; cDNA EST yk30 9gll.5 comes from this gene; cDNA EST 
yk275h2.5 comes from this gene [Caenorhabditis elegans] 

273011 

41535_1.R1011 

LIB143-044-Q1-E1-C6 

BLASTX 

g3170570 

174 

4.0e-12 

148 
30 

(AF058302) FrnE [Streptomyces roseofulvus] 
273012 

41535_2.R1011 
rvt700551055.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273013 

41535_3.R1011 
uC-zmflmol7259f09bl 



Seq. No. 



273014 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41536_1.R1011 

LIB327 9-010-P1-K1-D7 

BLASTX 

g3695379 

370 

3. Oe-35 

107 

67 

(AF096370) contains similarity to a C. elegans hypothetical 
protein F44G4.1 {GB:Z49910) and several yeast hypothetical 
proteins such as 35.1 KD protein in NAM8-GAR1 intergenic 
region (SP:P38805) [Arabidopsis thaliana] 

273015 

41536_2.R1011 

xyt700344516.hl 

BLASTX 

g3695379 

198 

l.Oe-23 

69 
79 

{AF096370) contains similarity to a C, elegans hypothetical 
protein F44G4.1 (GB:Z49910) and several yeast hypothetical 
proteins such as 35.1 KD protein in NAM8-GAR1 intergenic 
region (SP:P38805) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273016 

41542_1,R1011 

LIB327 9-008-P1-K1-C10 

BLASTX 

g2911072 

197 

4.0e-15 

88 

45 

(AL021960} putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273017 

41550_1.R1011 
LIB327 9-008-P1-K1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273018 

41551^1. RlOll 

LIB327 9-00 8-P1-K1-D1 

BLASTX 

g4538911 

348 

l.Oe-32 

126 

55 

(AL04 9482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



273019 

41579_1.R1011 
LIB327 9-008-P1-K1-F4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4510400 
580 

7.0e-60 

127 

81 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273020 

41583_1.R1011 

LIB3136-035-Q1-K1-C10 

BLASTX 

g2262143 

478 

l.Oe-47 

160 

59 

(AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

273021 

41591_1.R1011 

LIB3279-008-P1-K1-G4 

BLASTN 

g3821780 

36 

l.Oe-10 

48 
67 

Xenopus laevis cDNA clone 27A6'-1 
273022 

41600_1.R1011 
uC-zmflb73200e07bl 

273023 

41602__1.R1011 

uC - zmf Imo 17035f06bl 

BLASTX 

g3264767 

250 

9.0e-21 

66 
70 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
273024 

41606_1.R1011 
uC-zmflb73162al0b2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



273025 

41610_1.R1011 

uC-zmroteosinte047allbl 

BLASTX 

g4006866 

218 

l.Oe-17 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5'-r')St EST 

Met od 

NCLi. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



78 
58 



(Z99707) putative protein [Arabidopsis thaliana] 



273026 

41628_1.R1011 

LIB3060-002-Q1-K2-H10 

BLASTX 

g3298538 

422 

2.0e-41 

129 

58 

(AC004 68:) hypothec' 



.1 protein [Arabidopsis thaliana] 



273027 

41628_2.R1011 
xsy700211293.hl 

273028 

41629_1.R1011 

hbs701180856.hl 

BLASTX 

g3249071 

371 

l.Oe-35 

140 
50 

(AC004473) Contains similarity to protein-tyr .sine 
phosphatase gb_L15420 from Dictyostelium d scoideum. EST 
gb N38''18 ' s from this g [Arabidopsis thaliana] 

273029 

41630^1. RlOll 

uC-zmflb73161g03b2 

BLASTX 

g642134 

1431 

l.Oe-159 

352 

74 

(D45355) protein kinase [Arabidopsis thaliana] 
>gi_3063704_emb_CAA18595.1_ {AL022537) protein kinase AME3 
[Arabidopsis thaliana] 

273030 

41636_1.R1011 

LIB327 9-009-P1-K1-H11 

273031 

41638_1.R1011 

LIB3060-049-Q1-K1-G7 

BLASTX 

gl699023 

223 

6.0e-18 
167 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



34 

(U78866) putative arginine-aspartate-rich RNA binding 
protein [Arabidopsis thaliana] >gi_1699051 (U78867) 
putative aspartate-arginine-rich mRNA binding protein 
[Arabidopsis thaliana] 

273032 

41638_2.R1011 

uC-zmflb73100e03bl 

BLASTX 

gl699023 

188 

5.0e-14 

99 
43 

(U78866) putative arginine-aspartate-rich RNA binding 
protein [Arabidopsis thaliana] >gi_1699051 (U78867) 
putative aspartate-arginine-rich mRNA binding protein 

[Arabidopsis thaliana] 

273033 

41654_1.R1011 

xsy700208165.hl 

BLASTX 

g3928519 

574 

3.0e-59 

137 
80 

(AB011670) wpk4 protein kinase [Triticum aestivum] 
273034 

41657__1,R1011 

wty700165172.hl 

BLASTX 

g2244749 

1436 

l.Oe-160 

345 

78 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
273035 

41658_1.R1011 

uwc700155449.hl 

BLASTX 

g4249385 

676 

6.0e-71 

207 

63 

(AC005966) T2K10.11 [Arabidopsis thaliana] 
273036 

41669_1.R1011 
cyk700047484,fl 



38034 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273037 

41687_1.R1011 

LIB327 9-010-P1-K1-A2 

BLASTX 

g2224699 

148 

3.0e-09 

81 

42 

(AB002377) KIAA0379 [Homo sapiens] 
273038 

41689_1.R1011 

LIB327 9-010-P1-K1-A6 

BLASTX 

g3334659 

263 

l.Oe-22 

106 
56 

(Y10489) putative cytochrome P450 



[Glycine max] 



273039 

41699_1.R1011 

fdz701165634.hl 

BLASTX 

g3695392 

427 

l.Oe-41 

198 
45 

(AF096371) No definition line found [Arabidopsis thaliana] 
273040 

41700_1.R1011 
ymt700220284.hl 



Seq. No. 

Contig ID 
5 '-most EST 



273041 

41727_2.R1011 
LIB3060-008-Q1-K1-G2 



Seq. No. 
Contig ID 
5 '-most EST 



273042 

41729_1.R1011 
LIB327 9-010-P1-K1-E2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273043 

41730_1.R1011 

LIB3069-035-Q1-K1-B8 

BLASTX 

gl766046 

527 

7.0e-54 

106 

95 

(U81993) NAD+ dependent isocitrate dehydrogenase subunit 1 
[Arabidopsis thaliana] 



38035 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273044 

41739_1.R1011 

LIB3279-010-P1-K1-G12 

BLASTX 

gll36432 

167 

l.Oe-11 

81 
47 

{D80008) KIAA0186 [Homo sapiens] 
273045 

41745_1.R1011 

uC-zmroteosinte032h03bl 

BLASTX 

g2384758 

856 

5.0e-92 

182 

88 

(AF016896) 
sativa] 



GDP dissociation inhibitor protein OsGDIl [Oryza 



Seq. No. 

Contig ID 
5 '-most EST 



273046 

41754_1.R1011 
LIB3279-010-P1-K1-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 



273047 

41761_1.R1011 

uC-zmflmol704 6a09bl 

BLASTX 

g2213626 

306 

9.0e-28 

123 

51 

(AC000103) F21J9.18 
273048 

41761_2.R1011 
xjt700092377,hl 



273049 

41763_1.R1011 

LIB327 9-010-P1-K1-H4 

BLASTX 

g4038035 

285 

2.0e-25 

91 

62 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273050 

41765_1,R1011 
LIB3279-010-P1-K1-H6 



38036 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



273051 

41766_1.R1011 
uC-zmflb73030g07bl 

273052 

41767_1.R1011 
LIB3279-010-P1-K1-H8 
BLASTN 
g4416300 
35 

4,0e-10 

59 
90 

Zea mays chromosome 4 
region, complete sequence 

273053 

41769_1.R1011 
xsy700207458.hl 

273054 

41769^2. RlOll 
uC-zmflmol7078d05bl 



22 kDa zein-associated intercluster 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273055 

41786_1.R1011 
bdu700382748.hl 

273056 

41792_1.R1011 

LIB3279-011-P1-K1-C10 

BLASTX 

g3023527 

188 

3.0e-14 

68 
50 

PUTATIVE UBIQUINONE BIOSYNTHESIS MONOOXGENASE C0Q6 
>gi_2088820 (AF003384) strong similarity to the E. coli 
Vise protein (SP:P25535) [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273057 

41793_1.R1011 

LIB83-002-Q1-E1-B6 

BLASTX 

g320130 

922 

l.Oe-100 

179 

98 

acetolactate synthase (EC 4.1.3. 
>gi_22141_emb_CAA45117_ (X63554) 
[Zea mays] 



18) (clone pSOG109) - maize 
acetohydroxyacid synthase 



Seq. No. 

Contig ID 



273058 

41793 2.R1011 



38037 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7 009fllal 

BLASTX 

gl00849 

226 

l.Oe-18 

42 

100 

acetolactate synthase (EC 4,1.3.18) (clone pSOGlOS) - maize 
>gi_22139_emb_CAA4 5116_ (X63553) acetohydroxyacid synthase 
[Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273059 

41799_1.R1011 

cyk700048560.fl 

BLASTX 

g3152558 

428 

4.0e-42 

120 

66 

(AC002986) Similar to 
leprae gene gb__400019, 



M. tuberculosis gene gb_Z96072 and M. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273060 

41807_1.R1011 
LIB327 9-011-P1-K1-D5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273061 

41819__1.R1011 

uC-zmflb7327 5g06bl 

BLASTX 

g4455201 

453 

3.0e-55 

161 

76 

(AL035440) grpE like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273062 

41827_1,R1011 

uC-zmflb73136c07bl 

BLASTX 

g3885342 

564 

7.0e-58 

254 

45 

(AC005623) putative DNA polymerase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273063 

41834__1.R1011 
hvj700618732.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273064 

41835_1.R1011 
zla700380722.hl 



38038 



® 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273065 

41843_1.R1011 
uC-zmflmol7290g05al 

273066 

41845_1.R1011 

uC-2mroteosintell5allbl 

BLASTX 

g4263795 

600 

5.0e-62 
245 
46 

(AC006068) 
thaliana] 



putative glucosyltransferase [Arabidopsis 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



273067 

41858_1.R1011 
LIB3279-012-P1-K1-A11 

273068 

41861_1.R1011 
LIB3279-012-P1-K1-A3 

273069 

41862_1.R1011 

LIB3136-033-Q1-K1-A11 

BLASTX 

g3461835 

807 

l.Oe-86 

178 
82 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 

273070 

41864__1.R1011 

uC-zmflmol7153f09al 

BLASTX 

g3183454 

403 

7.0e-39 

165 

50 

HYPOTHETICAL 30.7 KD PROTEIN IN MCPC-KINA INTERGENIC REGION 
>gi_2632217_emb_^CAA10859__ (AJ222587) YkwC protein [Bacillus 
subtilis] >gi_26337 67_emb_CAB132 69_ (Z99111) similar to 
3-hydroxyisobutyrate dehydrogenase [Bacillus subtilis] 

273071 

41868_1.R1011 

yyf700351502.hl 

BLASTX 

g3522961 

1403 



38039 



® 



V. Vr5 1 HP 


l.Oe-156 


M;ii~r'h lencrth 


359 


S; n Hf^ni' it v 

O -L ill 1- J[ 


76 


NCBI Description 


(AC004411) putative pto kinase [Arabidopsis thaliana 


Spa No . 


273072 


Contig ID 


41868 2.R1011 




fC-zmfl70055264 9f3 


Method 


BLASTX 


NCBI GI 


g3522961 


BLAST score 


286 


E V3.1ue 


l.Oe-25 


Match length 


71 


% identity 


77 


NCBI Description 


(AC004411) putative pto kinase [Arabidopsis thaliana 


Seq. No. 


273073 


Contig ID 


41868 3.R1011 


S ^ --most EST 


xsy700207945.hl 


spa No. 


273074 




41868 4. RICH 


5 '-most EST 


wyr700240526.hl 


*^pa No 


273075 


Contig ID 


41868 5.R1011 




wvr7G023 6605 . hi 


Method 


BLASTX 


NCBI GI 


gl586940 




199 


Hj V a. J- ut; 


4 . Oe-27 


Match length 


91 


% identity 


71 


NCBI Description 


Ser/Thr kinase [Lycopersicon esculentum] 


^pa No 

iiJ (3 ■ Li| • 


273076 


rnnt "i a ID 


41872 l.RlOll 


5 '-most EST 


xjt700096095.hl 


*^prr No 


273077 


Contia ID 


41886 l.RlOll 


S'-mo^t EST 


LIB327 9-012 -P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


488 


W 'XTPt 1 np 


4 .Oe-49 


M^'hoh Ipnath 


174 




57 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis thaliana] 


9prr No 


273078 


Contig ID 


41889 l.RlOll 


5 '-most EST 


uwc700152672.hl 


Method 


BLASTX 


NCBI GI 


g3860797 


BLAST score 


219 


E value 


2.0e-17 



38040 



Match length 

% identity 

NCBI Description 



100 
42 

(AJ235271) 30S RIBOSOMAL PROTEIN S9 (rpsi) [Rickettsia 
prowazekii] 



Seq, No. 


273079 


Contig ID 


41896 l.RlOll 


5 '-most EST 


wyr700240179.hl 


Method 


BLASTX 


NCBI GI 


g3757520 


BLAST score 


170 


E value 


5.0e-12 


Match length 


57 


% identity 


58 


NCBI Description 


(AC005167) unknown protein 


Sea. No. 


273080 


Contia ID 


41905 l.RlOll 


^'-Ttiost EST 


LIB327 9-012-P1-K1-E2 


Mpt bod 


BLASTX 


NCBI GI 


g4455338 


JDJ_If^kJ X O v-* 'w' -L ^ 


671 


TT T7^^ 1 n P 
Hi V d. J- Li.\^ 


1 . Oe-70 


Match length 


189 


% identity 


65 


NCBI Description 


(AL035525) putative protein 


Sea. No. 


273081 




41911 l.RlOll 


5 '-most EST 


LIB327 9-012-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2832625 


OJ-iraO X o J- C 


263 


E value 


5.0e-23 


Match length 


88 


i He^n1~ i t V 


50 


NCBI Description 


(AL021711) putative protein 


Sea. No. 


273082 


Contig ID 


41936 l.RlOll 


5 '-most EST 


LIB327 9-012-P1-K1-H3 


Seq. No. 


273083 


Contig ID 


41941 l.RlOll 


5 '-most EST 


LIB3279-012-P1-K1-H8 


Seq. No. 


273084 


Contig ID 


41943 l.RlOll 


5 '-most EST 


dhd700198085.hl 


Method 


BLASTX 


NCBI GI 


g4204315 


BLAST score 


167 


E value 


3.0e-12 


Match length 


70 


% identity 


49 


NCBI Description 


(AC003027) Unknown protein 



38041 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273085 

41961_1.R1011 

uC-zmflmol7097bllbl 

BLASTX 

g3449282 

765 

2,0e-81 

190 
77 

(AB006139) phosphoribosylformimino-5-aininoimidazole 
carboxamide ribotide isomerase [Arabidopsis thaliana] 
>gi_344 9284_dbj_BAA32457_ (AB008929) 
N' -5 ' -phosphoribosyl-formimino-5-aminoimidazole- 
4-carboxainide ribonucleotide isomerase [Arabidopsis 
thaliana] >gi_4510353_gb_AAD21442 . 1_ (AC006921) 
phosphoribosylf ormimino-5-aminoimidazole carboxamide 
ribotide isomerase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273086 

41961_2,R1011 

LIB3136-022-Q1-K1-A4 

BLASTX 

g3449282 

298 

6.0e-27 

70 
81 

(AB006139) phosphoribosylf ormimino-5-aminoimidazole 
carboxamide ribotide isomerase [Arabidopsis thaliana] 
>gi_344 9284_dbj_BAA324 57_ (AB008929) 
N' -5 ' -phosphoribosyl-formimino-5-aminoimidazole- 
4-carboxamide ribonucleotide isomerase [Arabidopsis 
thaliana] >gi_4 510353_gb__AAD21442 . 1_ (AC006921) 
phosphoribosylf ormimino- 5 -aminoimidazole carboxamide 
ribotide isomerase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273087 

41961_3.R1011 
uC-zmflb73163fllb2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273088 

41968_1.R1011 

xjt700094159.hl 

BLASTX 

g2961384 

314 

l,0e-47 

154 

62 

(AL022141) aldehyde dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



273089 

41969_1.R1011 

LIB3137-012-Q1-K1-G11 

BLASTX 

g4585976 



38042 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



875 

6.0e-94 

316 
55 

(AC005287) 



Unknown protein [Arabidopsis thaliana] 



273090 

41976_1.R1011 

LIB3060-018-Q1-K1-C4 

BLASTX 

g4455358 

233 

4.0e-19 

72 
61 

(AL035524) putative protein [Arabidopsis thaliana] 
273091 

41984_1.R1011 

LIB3279-013-P1-K1-E12 

BLASTX 

g3859597 

227 

2.0e-18 

93 

48 

{AF104 919) No definition line found [Arabidopsis thaliana] 



273092 

41985_1.R1011 

cyk700049574.fl 

BLASTX 

g4193320 

859 

l.Oe-92 

161 

99 

(AF045473) histone deacetylase 



[Zea mays] 



273093 

41990_1.R1011 

uC-zmroteosinte093b01b2 

BLASTX 

gl079393 

341 

l.Oe-31 

237 

32 

chromokinesin - chicken >gi_603761 
[Gallus gallus] 

273094 

41995_1.R1011 
LIB327 9-013-P1-K1-F2 



(U18309) chromokinesin 



Seq. No. 

Contig ID 



273095 

42000 l.RlOll 



38043 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3279-013-P1-K1-F9 

BLASTX 

g3970652 

578 

7.0e-62 

186 

65 

(X77499) amino acid permease [Arabidopsis thaliana] 
273096 

42004_1.R1011 

xyt700346374.hl 

BLASTX 

g469801 

336 

6,0e-31 

260 

37 

(Z31725) predicted trithorax protein [Drosophila 
melanogaster] >gi_1052594_emb_CAA90514_ (Z50152) trithorax 
protein trxl [Drosophila melanogaster] 



Seq. No. 


273097 


Contig ID 


42008 l.RlQll 






Seq. No. 


273098 


Contig ID 


42009 l.RlOll 


5 '-most EST 


LIB3279-013-P1-K1-G6 


Seq. No. 


273099 


Contig ID 


42013 l.RlOll 


5 '-most EST 


nbm700473367.hl 


Method 


BLASTX 


NCBI GI 


g2982458 


BLAST score 


926 


E value 


l.Oe-100 


Match length 


263 


% identity 


71 


NCBI Description 


(AL022223) putative 


Seq. No. 


273100 


Contig ID 


42013 2. RICH 


5 '-most EST 


uC-zmflmol728 6d08bl 


Method 


BLASTX 


NCBI GI 


g2982458 


BLAST score 


193 


E value 


l.Oe-14 


Match length 


98 


% identity 


62 


NCBI Description 


(AL022223) putative 


Seq. No, 


273101 


Contig ID 


42022 l.RlOll 


5 ' -most EST 


vvh700281914.h2 


Seq. No. 


273102 



38044 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42023_1.R1011 

uC-zniflB73002b04bl 

BLASTX 

g3738334 

259 

3.0e-22 

119 

45 

(AC005170) unknown protein [Arabidopsis thaliana] 



Seq* No. 
Contig ID 
5 '-most EST 



273103 

42037_1.R1011 
LIB3279-014-P1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 



273104 

42039_1.R1011 
pmx700091970.hl 



Seq. No, 
Contig ID 
5 '-most EST 



273105 

42052_1.R1011 
xsy700209582.hl 



Seq. No, 
Contig ID 
5 '-most EST 



273106 

42052_2,R1011 
wyr700237532.hl 



Seq. No, 
Contig ID 
5 '-most EST 



273107 

42052^3. RlOll 
dyk700105738,hl 



Seq. No, 
Contig ID 
5 '-most EST 



273108 

42052_5.R1011 
nbm700465065.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273109 

42055_1,R1011 

LIB327 9-014-P1-K1-E1 

BLASTX 

g4235228 

266 

2.0e-41 

248 

43 

(AF061026) leucine zipper-EF-hand containing transmembrane 
protein 1 [Mus musculus] 



Seq, No. 

Contig ID 
5 '-most EST 



273110 

42057_1.R1011 
uC-zmflb73239g02al 



Seq, No. 273111 

Contig ID 42058_1 . RlOll 

5 '-most EST uC-zmroteosinte094bllb2 

Method BLASTX 

NCBI GI gl723515 

BLAST score 190 

E value 4,0e-14 



38045 



Match length 


149 


% identity 


28 


KirRT Dp riot ion 


HYPOTHETICAL PROTEIN C22E12.01 IN CHROMOSOME I 




>gi 1220276 emb CAA93888 (Z70043) unknown 




[Schizosaccharomyces pombe] 


Seq. No. 


273112 


Contig ID 


42059 l.RlOll 


5 '-most EST 


xmt700262237.hl 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


295 


E value 


4 ■ Oe-26 


M;^i~r'h 1 pnrrth 


131 


% identity 


44 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare] 


Seq, No. 


273113 


Contig ID 


42060 l.RlOll 


5 '-most EST 


rvt700551930.hl 


Method 


BLASTX 


NCBI GI 


g2586157 


BLAST score 


458 


E value 


9.0e-46 


M3t"ph 1 PTirrth 


124 


% identity 


76 


NCBI Description 


(AF002220) kinesin-like calmodulin-binding protein 




[Arabidopsis thaliana] 


Sea No 


273114 


Contia ID 


42063 l.RlOll 


5 ' -most EST 


uC-zmf Imol7055e06bl 


Qprj No 


273115 


Contig ID 


42077 l.RlOll 


5 * -most EST 


LIB84-006-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


g2565436 


BLAST score 


671 


E V3 1 IIP 


1 . 0e-70 




146 


iHp'n'l~ii~\7 


88 




fAE0288421 DeaP Drotease precursor TArabidoDsis thai 


Spa No 


273116 


Contig ID 


42078 l.RlOll 


5 '-most EST 


cyk700051079. fl 


Method 


BLASTX 


NCBI GI 


g2146739 


BLAST score 


520 


E value 


6.0e-53 


Match length 


156 


% identity" 


65 


NCBI Description 


hexo kinase (EC 2.7.1.1) 1 - Arabidopsis thaliana >gi 




(U28214) hexokinase 1 [Arabidopsis thaliana] 


Seq, No. 


273117 



881521 



38046 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5^ -most EST 



42082_1.R1011 
uC-zmflmol7262e06bl 

273118 

42082_2.R1011 
fwa700099353.hl 



273119 
42084_1 
LIB3279 
BLASTX 
g2190419 
548 

3.0e-56 

146 

74 

(Y13632) 



RlOll 

015-Pl-Kl-All 



dem [Lycopersicon esculentum] 



273120 

42107_1. RlOll 
LIB3279-015-P1-K1-C2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



273121 

42112_1. RlOll 

hbs701180907.hl 

BLASTX 

g4432846 

394 

9.0e-38 

225 

48 

(AC006283) unknown protein [Arabidopsis thaliana] 
273122 

42113_1. RlOll 

nbm700477925.hl 

BLASTX 

g4006861 

374 

l.Oe-35 

210 
40 

(Z99707) tubulin-like protein [Arabidopsis thaliana] 
273123 

42116_1. RlOll 

LIB3137-004-Q1-K1-G7 

BLASTX 

g4416302 

1265 

l.Oe-140 

253 
96 

(AF105716) copia-type pol polyprotein [Zea mays] 
273124 

42121 1. RlOll 



38047 



5 '-most EST 



pmx700085850.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273125 

42122_1.R1011 

nbm700476884.hl 

BLASTX 

g3805842 

294 

2.0e-26 

158 

46 

(AL031986) putative protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



273126 

42132_1.R1011 
gct701176539,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273127 

42132_2.R1011 

LIB3067-054-Q1-K1-H6 

BLASTX 

g4469023 

1201 

l.Oe-132 

312 

74 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273128 

42140_1.R1011 
LIB3066-016-Q1-K1-E3 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273129 

42140_2.R1011 

uC-2mflb73057h07bl 

BLASTX 

g2760324 

348 

2.0e-32 

144 

51 

(AC002130) F1N21.9 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273130 

42142_1.R1011 

LIB3279-015-P1-K1-F2 

BLASTX 

g3021512 

170 

8.0e-12 

62 
56 

{X96728) 
tabacum] 



isocitrate dehydrogenase (NADP+) [Nicotiana 



Seq. No. 
Contig ID 



273131 

42142 2.R1011 



38048 



5 '-most EST 



LIB3070-014-Q1-N1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273132 

42143_1.R1011 

LIB327 9-015-P1-K1-F3 

BLASTX 

g4589686 

261 

2.0e-22 

146 

40 

(AB023235) KIAA1018 protein [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



273133 

42155_1.R1011 
LIB3279-015-P1-K1-G4 



Seq. No. 

Contig ID 
5 '-most EST 



273134 

42155_3.R1011 
LIB3137-021-Q1-K1-B8 



Seq. No. 

.Contig ID 
5 '-most EST 



273135 

42169_1.R1011 
LIB36-014-Q1-E1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273136 

42179_1.R1011 

LIB3060-043-Q1-K1-D10 

BLASTX 

g629561 

561 

2.0e-57 

265 

45 

SRGl protein - Arabidopsis thaliana 

>gi_47 9047_emb_CAA55654_ (X79052) SRGl [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273137 

42181_1.R1011 

xmt700258941.hl 

BLASTX 

gl931640 

231 

4.0e-19 

97 

46 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



273138 

42184_1.R1011 

pmx700090780.hl 

BLASTX 

gl931641 

364 

4.0e-34 



38049 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



163 
52 

(U95973) unknown protein [Arabidopsis thaliana] 
273139 

42184_2.R1011 

wty700167067,hl 

BLASTX 

gl931641 

198 

l.Oe-15 

65 
63 

(U95973) unknown protein [Arabidopsis thaliana] 
273140 

42191_1.R1011 
LIB327 9-016-P1-K1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273141 

42192_1.R1011 

LIB3279-016-P1-K1-B7 

BLASTX 

g4038592 

186 

2.0e-13 

149 

35 

(Y10403) RNA-directed RNA polymerase [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



273142 

42193_1.R1011 
LIB3137-020-Q1-K1-H2 



Seq. No. 

Contig ID 
5 '-most EST 



273143 

42196_1.R1011 

LIB327 9-016-P1-K1-C10 



Seq. No. 
Contig ID 
5 '-most EST 



273144 

42204_1.R1011 
LIB327 9-016-P1-K1-C7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273145 

42210__1.R1011 

LIB3066-055-Q1-K1-G10 

BLASTX 

g2864608 

504 

7.0e-51 

181 
60 

(AL021811) ferredoxin — NADP+ reductase - like protein 
[Arabidopsis thaliana] >gi__4 04 9338_emb_CAA22563_ {AL034567) 
ferredoxin-NADPH- reductase-like protein [Arabidopsis 
thaliana] 



38050 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273146 

42210_2.R1011 

uC-zmflb73039b07bl 

BLASTX 

g2864608 

484 

2.0e-63 

235 
58 

(AL021811) ferredoxin — NADP+ reductase - like protein 
[Arabidopsis thaliana] >gi_404 9338_emb__CAA22563_ (AL034567) 
ferredoxin-NADP+ reductase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273147 

42212_1.R1011 
uC-zmflb73097g08bl 



Seq. No. 

Contig ID 
5 '-most EST 



273148 

42214__1.R1011 
LIB3067-043-Q1-K1-G9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273149 

42214_3.R1011 

pmx700090585.hl 

BLASTX 

g3659692 

212 

l.Oe-16 

199 

31 

(AF068748) sphingosine kinase [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273150 

42214_4.R1011 

fwa700098331.hl 

BLASTN 

g3702728 

35 

5.0e-10 

83 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K19M13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273151 

42216_1.R1011 

uwc700155301.hl 

BLASTX 

g2829889 

164 

2.0e-ll 

48 
58 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



273152 



38051 



Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



42222_1.R1011 
LIB327 9-016-P1-K1-E3 

273153 

42225^1. RlOll 

LIB327 9-016-P1-K1-G6 

BLASTX 

g4539394 

209 

3.0e-16 

168 

11 

{AL035526) putative protein [Arabidopsis thaliana] 
273154 

42240_1.R1011 

LIB3069-042-Q1-K1-D4 

BLASTX 

g2501491 

194 

l.Oe-14 

192 

34 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 1 (UDP-GLUCOSE FLAVONOID 

3-0-GLUCOSYLTRANSFERASE 1) >gi_54 2014_pir S41950 

UTP-glucose glucosyltransf erase - cassava 
>gi__45324 6_emb__CAA54 609__ (X77459) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

273155 

42243_1.R1011 

nbm700471464.hl 

BLASTX 

g4097587 

412 

7 .Oe-40 

115 

67 

(U64926) NTGP5 [Nicotiana tabaciom] 
273156 

42243_2.R1011 

LIB327 9-016-P1-K1-G11 

BLASTX 

g4097587 

152 

7.0e-10 

43 

63 

(U64926) NTGP5 [Nicotiana tabacum] 
273157 

42244__1.R1011 

mwy700438190.hl 

BLASTX 

g2191151 

522 



38052 



E value 
Match length 
% identity 
NCBI Description 



6.0e-53 

194 

58 

(AF007269) contains similarity to membrane associated 
salt-inducible protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 
5 '-most EST 



273158 

42257_1.R1011 

LIB327 9-016-P1-K1-H3 

BLASTX 

g2367431 

370 

2.0e-35 

130 
52 

[AF000403) putative cytochrome P450 [Lotus japonicus] 
273159 

42272^1. RlOll 

uer700583346.hl 

BLASTX 

g2864616 

273 

8.0e-24 

68 

74 

(AL021811) hypothetical protein [Arabidopsis thaliana] 
273160 

42272_2.R1011 
uC-zmrob73039g06al 



Seq. No. 
Contig ID 
5 '-most EST 



273161 

42281_1.R1011 
LIB327 9-017 -P1-K1-B7 



Seq. No. 
Contig ID 
5 '-most EST 



273162 

42287_1.R1011 
LIB3279-017-P1-K1-C11 



Seq. No. 

Contig ID 
5 '-most EST 



273163 

42290_1.R1011 
LIB3279-017-P1-K1-C3 



Seq. No. 
Contig ID 
5 '-most EST 



273164 

42292_1.R1011 
LIB3279-017-P1-K1-C5 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



273165 

42302^1. RlOll 

uC-zmflm017214cllbl 

BLASTX 

g3080398 

288 

l.Oe-25 
164 

33 



38053 



NCBI Description {AL022603) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273166 

42314_1.R1011 

LIB36-004-Q1-E1-D3 

BLASTX 

g3885340 

737 

6.0e-78 

277 

56 

(AC005623) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273167 

42322_1.R1011 

uC-zmflb73195h03bl 

BLASTX 

g2425111 

152 

2.0e-09 

322 

22 

(AF019980) ZipA [Dictyostelium discoideum] 
273168 

42332_1.R1011 
xyt700346717.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273169 

42338__1.R1011 
nbm700471889.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273170 

42340_1.R1011 

uC-zmflb73356b08a2 

BLASTX 

g3832528 

226 

6.0e-18 

398 

25 

{AF100167) unknown [Glycine max] 
273171 

42342_1.R1011 

ymt700218990.hl 

BLASTX 

g3004565 

438 

3.0e-43 

131 

63 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273172 

42346__1.R1011 
uC-zmroteosinte04 5g06b2 



38054 



Seq. No. 

Contig ID 
5 '-most EST 



273173 

42350_1.R1011 
LIB3279-018-P1-K1-A11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273174 

42353_1.R1011 

xsy700217259.hl 

BLASTX 

g4586049 

610 

3.0e-63 

251 
44 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
273175 

42354_1.R1011 

uC-zmflmol7294gllbl 

BLASTX 

gl076316 

189 

5.0e-14 

80 
44 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273176 

42356_1.R1011 
nbm700466916.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273177 

42365_1.R1011 

pmx700084089.hl 

BLASTX 

g4539383 

591 

l.Oe-60 

368 

36 

{AL035526) putative protein 
thaliana] 



(fragment) [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273178 

42373_1.R1011 

LIB327 9-018-P1-K1-C12 

BLASTX 

g4455210 

339 

7.0e-32 

75 

85 

(AL035440) 
thaliana] 



putative aspartate-tRNA ligase [Arabidopsis 



38055 




Seq. No. 


273179 


Contig ID 


42375 l.RlOll 


5 '-most EST 


LIB3279-018-P1-K1-C3 


Method 


BLASTX 




n? ft ?7 n fi (1 

o ^ / \J O \J 


BLAST score 


363 


E value 


9.0e-35 


Match length 


103 


% identity 


75 


NCBI Description 


(AF020271) malate dehydrogenase precursor [Medicago sativa] 


Seq. No. 


273180 


Contig ID 


42376 l.RlOll 


5 '-most EST 


LIB327 9-018-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g3046856 


Jjljrio 1 oOvJXc 


Al 


E value 


6.0e-17 


Match length 


165 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MXI22, complete sequence [Arabidopsis thaliana] 


Seq. No, 


273181 


Contig ID 


42382 l.RlOll 


5 '-most EST 


LIB3279-018-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4185499 


BLAST score 


194 


E value 


4.0e-15 


Match length 


0 0 


% identity 


41 


NCBI Description 


(AF096095) fertilization-independent seed 2 protein 




[Arabidopsis thaliana] >gi_4185501 (AF096096) 




fertilization-independent seed 2 protein [Arabidopsis 




thaliana] 


Seq. No. 


273182 


Contig ID 


42384 l.RlOll 


5 '-most EST 


LIB143-030-Q1-E1-A6 


Method 


BLASTN 






BLAST score 


64 


E value 


2.0e-27 


Match length 


139 


-5 Identity 


o n 
0 / 


NCBI Description 


Hordeum vulgare mRNA for expressed sequence tag 


Seq. No. 


273183 


Contig ID 


42385 l.RlOll 


5 '-most EST 


LIB327 9-018-P1-K1-D12 


Seq. No. 


273184 


Contig ID 


42402 l.RlOll 


5 '-most EST 


gwl7Q0615467.hl 


Method 


BLASTX 


NCBI GI 


g3335337 



38056 



BLAST score 

E value 

Match length 

% identity 

NCBl Description 



360 

5.0e-34 
91 

78 

(AC004512) Similar to acyl carrier protein, mitochondrial 
precursor (ACP) NADH-ubiquinone oxidoreductase 9.6 KD 
subunit (MYACP-1), gb_L23574 from A. thaliana. ESTs 
gb_Z30712, gb_Z30713, gb_Z26204, gb_N37975 and gb_N96330 
come from this gene 



Seq. No. 

Contig ID 
5 '-most EST 



273185 

42413_1.R1011 
uC-zmflb73064f05a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273186 

42415^1. RlOll 

hvj700622168.hl 

BLASTX 

g3805851 

338 

l,0e-36 

119 

64 

(AL031986) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273187 

42416__1.R1011 
LIB327 9-018-P1-K1-H1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273188 

42417_1.R1011 

uC-zmflmol7019g02al 

BLASTX 

g2702281 

1606 

l.Oe-179 

419 

71 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273189 

42424_1.R1011 

uC-zmflb73099e02bl 

BLASTX 

g4191791 

576 

8.0e-90 

261 
57 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273190 

42442_1.R1011 
mwy700440689.hl 



38057 



Seq. No. 
Contig ID 
5 '-most EST 



273191 

42442_2.R1011 

LIB327 9-04 9-P1-K1-B10 



Seq. No. 
Contig ID 
5 '-most EST 



273192 

42447_1.R1011 
LIB3279-049-P1-K1-B4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



273193 

42453_1.R1011 

LIB3279-049-P1-K1-C7 

BLASTX 

g4455259 

257 

5.0e-22 

171 

38 

(AL035523) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

273194 

42457_1.R1011 

LIB3279-060-P1-K1-H3 

BLASTX 

g4335749 

683 

l.Oe-126 

301 
75 

(AC006284) unknown protein [Arabidopsis thaliana] 
273195 

42464_1.R1011 

uC-zmroteosintel00d02b2 

BLASTX 

g2335108 

790 

4.0e-84 

297 
50 

(AC002339) putative isulinase [Arabidopsis thaliana] 
273196 

42464_2.R1011 

uC-zmflb73325c03al 

BLASTX 

g2335108 

163 

4.0e-ll 

73 
41 

{AC002339) putative isulinase [Arabidopsis thaliana] 
273197 

42471_1.R1011 

LIB32 7 9-04 9-P1-K1-D5 



38058 



II 



Seq. No, 


273198 


Contig ID 


42490 l.RlOll 


5* -most EST 


LIB327 9-04 9-P1-K1-F11 


Seq. No. 


273199 


Contig ID 


42494 l.RlOll 


5* -most EST 


xsy700210711.hl 


Method 


BLASTX 




gi 1 O/C / OH 


BLAST score 


834 


E value 


2.0e-89 


Match length 


228 


% identity 


by 


NCBI Description 


{D78510) beta-glucan- 


Seq. No. 


273200 


uontig ID 


4z4yo l.KlUil 


5 '-most EST 


LIB327 9-04 9-P1-K1-F5 


Seq. No. 


273201 


t^onnig ±u 


4ZoUo l.KlUll 


5 '-most EST 


uer700580620.hl 


Seq. No. 


273202 


Contig ID 


42508 2.R1011 


5 '-most EST 


LIB327 9-04 9-P1-K1-H1 


Seq. No. 


273203 


Contig ID 


42526 l.RlOll 


5 '-most EST 


dyk700106343.hl 


Method 


BLASTX 


NCBI GI 


g3979937 


BLAST score 


146 


E value 


7.0e-09 


Match length 


74 


% identity 


39 


NCBI Description 


(AL034393) predicted 




comes from this gene; 



gene; cDNA EST yk263bl.5 comes from this gene; cDNA EST 
EMBL:D69251 comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273204 

42541_1.R1011 

xjt700095233.hl 

BLASTX 

g3928084 

276 

7.0e-26 

206 
34 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



273205 

42547_1.R1011 

LIB30 61-009-Q1-K1-C3 

BLASTX 



38059 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



gl657619 
401 

6.0e-39 

158 

51 

(U72504) G5p [Arabidopsis thaliana] >gi__3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

273206 

42550_1.R1011 

wty700170403.hl 

BLASTX 

g2145356 

359 

2.0e-34 

106 

66 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

273207 

42560_1.R1011 

uC-zmroteosinte084bl0bl 

BLASTX 

gll73225 

231 

l.Oe-18 

162 

39 

30S RIBOSOMAL PROTEIN SI >gi__1075612_pir S51485 rpsl 

homolog protein 307 - Synechococcus sp 

>gi_666973_dbj_BAA0594 6_ (D28752) ribosomal protein SI 
[Synechococcus sp.] 

273208 

42564_1.R1011 
zuv700356187.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



273209 

42567_1.R1011 
LIB3137-032-Q1-K1-F11 

273210 

42570_1.R1011 

gct701178537.hl 

BLASTX 

g2245094 

161 

4.0e-ll 

86 

48 

(Z97343) hypothetical protein 
273211 

42578_1.R1011 

uer700583977.hl 

BLASTX 



[Arabidopsis thaliana] 



38060 




NCBI GI 


g2661676 




X *i O 


E value 


4.0e-09 


Match length 


70 


% identity 


41 


NCBI Description 


(AL009199) hypothetical ATP/GTP binding protein 




[Streptomyces coelicolor] 


Seq. No. 


273212 


Contig ID 


42584 l.RlOll 


5 '-most EST 


uC-zmflb73130g04b2 


Method 


BLASTX 


IN D ± \3 X 


nO Qfi (17 Q'^ 


BLAST score 


624 


E value 


6.0e-65 


Match length 


196 


% identity 


DU 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


273213 


Contig ID 


42591 l.RlOll 


5 '-most EST 


pwr700449524.hl 


Seq. No. 


273214 


Contig ID 


42600 l.RlOll 


5 '-most EST 


uC-zmflMol7003al2bl 


Method 


BLASTX 




g^Doo u o y 


BLAST score 


574 


E value 


2.0e-98 


Match length 


242 


% identity 


I b 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


Seq. No, 


273215 


Contig ID 


42603 l.RlOll 


5 '-most EST 


uC-zmflmol7270cl0bl 


Seq. No. 


273216 


Contig ID 


42615 l.RlOll 


5 '-most EST 


xyt700345626.hl 


Method 


BLASTX 




g^i ^ O ± / 


BLAST score 


278 


E value 


2.0e-24 


Match length 


117 


% identity 


A Q 

4 0 


NCBI Description 


(AC006593) unknown protein [Arabidopsis thaliana] 


Seq. No. 


273217 


Contig ID 


42617 l.RlOll 


5 '-most EST 


uC-zmflb73298bl0bl 


Seq. No. 


273218 


Contig ID 


42629 l.RlOll 


5 ' -most EST 


LIB327 9-05i-Pl-Kl-C5 


Method 


BLASTX 



38061 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4115938 
580 

6.0e-64 

201 
66 

(AF118223) contains similarity several bacterial 
glutathione-regulated potassium efflux system proteins 
[Arabidopsis thaliana] 

273219 

42630^1. RlOll 

LIB3279-057-P1-K1-A12 

BLASTX 

g2673868 

169 

6.0e-12 

90 
48 

(Y14856) f imbriata-associated protein [Antirrhinum majus] 
273220 

42632_1.R1011 

pmx700091654.hl 

BLASTX 

g401238 

576 

4.0e-68 

158 

84 

UBIQUITIN-ACTIVATING ENZYME El 3 >gi_170686 (M90664) 
ubiquitin activating enzyme [Triticum aestivum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273221 

42634__1.R1011 

uC-zmflb73148g09bl 

BLASTX 

g4263704 

389 

5.0e-57 

230 
52 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

273222 

42634_3.R1011 

dyk700104368.hl 

BLASTN 

g575425 

194 

l.Oe-105 

205 
99 

Z.mays mRNA for sugar-starvation induced protein 



Seq. No. 

Contig ID 



273223 

42634 5.R1011 



38062 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wyr700237113.hl 
273224 

42653_1.R1011 

xmt700263319,hl 

BLASTX 

g4455250 

406 

5.0e-76 

299 
53 

(AL035523) putative protein [Arabidopsis thaliana] 
273225 

42656_1.R1011 

xsy700217442.hl 

BLASTX 

gl313926 

190 

2.0e-14 

73 

60 

(X97677) non intermediate filament IFA binding protein 
[Brassica oleracea] 



Seq. No. 

Contig ID 
5 '-most EST 



273226 

42662_1,R1011 
uC-zmrob73012f09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273227 

42672_1.R1011 

LIB3279-051-P1-K1-G2 

BLASTX 

g2500510 

178 

5.0e-13 

69 
55 

DIMETHYLADENOSINE TRANSFERASE ( S-ADENOSYLMETHIONINE- 6-N ' , 
N'-ADENOSYL(RRNA) DIMETHYLTRANSFERASE) (18S RRNA 
DIMETHYLASE) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273228 

42682_2.R1011 

dyk700106165.hl 

BLASTX 

gl418125 

541 

3.0e-55 

116 
82 

(D58404) CTP:phosphocholine cytidylyltransf erase [Brassica 
napus] 



Seq, No. 
Contig ID 
5 '-most EST 



273229 

42687_1.R1011 
LIB3279-051-P1-K1-H7 



38063 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2245131 

217 

l.Oe-17 

50 
86 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
273230 

42696_1.R1011 

LIB3067-010-Q1-K1-H8 

BLASTX 

g2443329 

474 

3.0e-47 

106 
79 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
273231 

42704^1. RlOll 
uC-zmflmol7 068fl2b2 



Seq. No. 
Contig ID 
5 '-most EST 



273232 

42710_1,R1011 
LIB327 9-052-P1-K1-B6 



Seq. No. 

Contig ID 
5 '-most EST 



273233 

42711_1.R1011 
LIB327 9-052-P1-K1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273234 

42712_1.R1011 

LIB327 9-052-P1-K1-B9 

BLASTX 

g2894612 

284 

3.0e-35 

105 

72 

(AL021889) putative protein [Arabidopsis thaliana] 
273235 

42719_1.R1011 

ymt700224002,hl 

BLASTN 

g4220645 

79 

5.0e-36 

255 
83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



273236 

42727_1.R1011 
uC-zmflm017205el0bl 



38064 



Seq. No. 

Contig ID 
5 '-most EST 



273237 

42733_1.R1011 
LIB327 9-052-P1-K1-D9 



Seq. No. 
Contig ID 
5 '-most EST 



273238 

42734_1.R1011 
uC-zmflmol7130f05bl 



Seq. No. 
Contig ID 
5 '-most EST 



273239 

42735_1.R1011 
LIB3137-035-Q1-K1-D7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273240 

42745_1.R1011 

LIB3060-018-Q1-K1-H8 

BLASTX 

g3859548 

1613 

l.Oe-180 
306 
95 

(AF097182) 
sativa] 



protein phosphatase 2A catalytic subunit [Oryza 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273241 

42745_3.R1011 

LIB327 9-052-P1-K1-E9 

BLASTX 

g3859548 

523 

3.0e-53 

109 

90 

(AF097182) 
sativa] 



protein phosphatase 2A catalytic subunit [Oryza 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 



273242 

42745_6,R1011 

hbs701180958.hl 

BLASTX 

g3859548 

261 

9.0e-23 

48 
98 

(AF097182) protein phosphatase 2A catalytic subunit [Oryza 
sativa] 

273243 

42746_1.R1011 
uC-zmflmol7072dllbl 



Seq. No. 

Contig ID 
5 '-most EST 



273244 

42752_1.R1011 
uwc700151534.hl 



38065 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273245 

42758_1,R1011 

LIB307 0-003-Q1-N1-B4 

BLASTX 

g2398681 

257 

3.0e-22 

84 

58 

(Y147 98) 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 



Seq. No. 


273246 


Contig ID 


42769 l.RlOll 


5 '-most EST 


uC-zmflb73175dl0bl 


Method 


BLASTX 


NCBI GI 


g4220485 


BLAST score 


1256 


E value 


l.Oe-139 


Match length 


332 


% identity 


70 


NCBI Description 


(AC006069) putative beta 




thaliana] 


Seq. No. 


273247 


Contig ID 


42775 l.RlOll 


5 '-most EST 


LIB327 9-052-P1-K1-H7 


Seq. No, 


273248 


Contig ID 


42787 l.RlOll 


5 '-most EST 


LIB327 9-053-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3776071 


BLAST score 


227 


E value 


l.Oe-18 


Match length 


TAT 

107 


% identity 


41 


NCBI Description 


(AJ011972) histone deace 


Seq. No, 


273249 


Contig ID 


42794 l.RlOll 


5 '-most EST 


uC-zmflb73175h01bl 


Seq. No, 


273250 


Contig ID 


42797 l.RlOll 


5 '-most EST 


LIB327 9-053-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2832652 


BLAST score 


467 


E value 


9.0e-47 


Match length 


114 


% identity 


82 


NCBI Description 


(AL021710) putative prot 


Seq. No. 


273251 


Contig ID 


42801 l.RlOll 


5 '-most EST 


uC-zmflb73151e04bl 



sapiens J 



38066 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Capsicum annuum] 



Seq. No. 

Contig ID 



BLASTX 
g2956717 
785 

8.0e-84 
194 
75 

(Y09722) beta-carotene hydroxylase 2 
273252 

42802_1.R1011 

hvj700622417.hl 

BLASTX 

g4008372 

252 

2.0e-21 

183 

33 

(Z27079) cDNA EST CEMSF67FB comes from this gene; cDNA EST 
CEMSF67R comes from this gene; cDNA EST ykl95el0.3 comes 
from this gene; cDNA EST ykl95el0.5 comes from this gene; 
cDNA EST yk397a5.3 comes from this gene; cDNA EST yk3 

273253 

42816_1.R1011 

LIB143-019-Q1-E1-A10 

BLASTX 

g2982459 

745 

7.0e-79 

225 

66 

(AL022223) putative protein [Arabidopsis thaliana] 
273254 

42826_1.R1011 

uC- zmf lmol7 0 llbO 5bl 

BLASTN 

g22371 

68 

9.0e-30 

68 
100 

Maize Mu4 transposable element DNA 
273255 

42831_1.R1011 

uC-zmflmol72 63h05bl 

BLASTX 

g4469019 

1045 

l.Oe-114 

265 
78 

{AL035602) putative protein [Arabidopsis thaliana] 
273256 

42831 2.R1011 



38067 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73177h09bl 

BLASTX 

g4469019 

4 98 

2.0e-50 

125 

78 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273257 

42836_1.R1011 
LIB3279-053-P1-K1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273258 

42842_1.R1011 

qmh700027957.fl 

BLASTX 

g2190547 

1154 

l.Oe-127 

350 

61 

(AC001229) ESTs 

gb_T43256, gb_46316, gb_N64930, gb_AA395255, gb_AA404382 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273259 

42842_2,R1011 
uC-zmflb73070a07bl 



Seq. No. 
Contig ID 
5 '-most EST 



273260 

42844_1.R1011 
LIB327 9-053-P1-K1-G8 



Seq. No. 
Contig ID 
5 '-most EST 



273261 

42847__1.R1011 
LIB327 9-053-P1-K1-H2 



Seq. No. 

Contig ID 
5 '-most EST 



273262 

42854_1.R1011 

LIB327 9-054-P1-K1-A10 



Seq. No. 

Contig ID 
5 '-most EST 



273263 

42865_1.R1011 

LIB327 9-054-P1-K1-B10 



Seq. No. 

Contig ID 
5 '-most EST 



273264 

42869_1,R1011 
LIB327 9-054-P1-K1-B3 



Seq. No. 

Contig ID 
5 '-most EST 



273265 

42882_1.R1011 
uC-zmflmol7240d09bl 



Seq. No. 

Contig ID 
5 '-most EST 



273266 

42900_1.R1011 
LIB3068-028-Q1-K1-E9 



38068 



Method 


BLASTX 


NCBI GI 


g2829889 


BLAST score 


226 


E value 


2.0e-18 


Match length 


98 


% identity 


46 


NCBI Description 


(AC002396) Hypothetical 


Seq. No. 


273267 


Contig ID 


42911 l.RlOll 


5 '-most EST 


ntr700077279.hl 


Seq. No. 


273268 


Contig ID 


42913 l.RlOll 


5 '-most EST 


LIB327 9-054-P1-K1-F8 


Seq. No. 


273269 


Contig ID 


42915 l.RlOll 


5 '-most EST 


ydl700405320.hl 


Method 


BLASTX 


NCBI GI 


g280401 


BLAST score 


2353 


E value 


O.Oe+00 


Match length 


544 


% identity 


82 


NCBI Description 


H+-transporting ATPase 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



(EC 3.6.1.35) - curled-leaved 
tobacco >gi_170206 {M27888) H+-translocating ATPase 
[Nicotiana plumbaginif olia] 

273270 

42918_1.R1011 
LIB3279-054-P1-K1-G2 

273271 

42918_2.R1011 
cyk700048992.fl 

273272 

42929_1.R1011 

uC-zmflb73219g02b2 

BLASTX 

g421843 

1868 

O.Oe+00 

504 

73 

protein kinase (EC 2.7.1.37) 5 - Arabidopsis thaliana 
>gi_217861_dbj__BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 

273273 

42929_2.R1011 
tzu700202331.hl 



Seq. No. 

Contig ID 
5 '-most EST 



273274 

42933_1.R1011 
LIB327 9-054-P1-K1-H8 



38069 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



273275 

42935_2.R1011 
wty700170539.hl 

273276 

42935_3.R1011 

kem700611547.hl 

BLASTX 

g2245394 

330 

7.0e-31 

104 

59 

(U89771) ARFl-binding protein [Arabidopsis thaliana] 
273277 

42939_1.R1011 

LIB14 3-002-Q1-E1-E5 

BLASTX 

g4091008 

670 

2,0e-70 

137 

92 

{AF040700) methionyl-tRNA synthetase [Oryza sativa] 
273278 

42939__2.R1011 

LIB327 9-055-P1-K1-A3 

BLASTX 

g40910Q8 

679 

8,0e-72 

123 

97 

{AF040700) methionyl-tRNA synthetase [Oryza sativa] 
273279 

42946_1,R1011 

wyr700237365,hl 

BLASTX 

g4263703 

1028 

l.Oe-112 

251 

74 

(AC006223) hypothetical protein [Arabidopsis thaliana] 
273280 

42955_1.R1011 
LIB3279-055-P1-K1-B8 



Seq. No, 

Contig ID 
5 '-most EST 



273281 

42963__1,R1011 
LIB3060-008-Q1-K1-F10 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBl GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



273282 

42968_1.R1011 

LIB3279-055-P1-K1-C9 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
273283 

42974_1.R1011 
LIB3279-055-P1-K1-D3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273284 

42989_1.R1011 

LIB3066-002-Q1-K1-C2 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
273285 

43001_1.R1011 

LIB3279-055-P1-K1-F8 

BLASTX 

g3047083 

592 

3.0e-61 

180 
72 

(AF058914) similar to FLAP endonuclease-1 
[Arabidopsis thaliana] 



(SW:P39748) 



Seq. No. 

Contig ID 
5 '-most EST 



273286 

43004__1.R1011 

LIB3279-055-P1-K1-G11 

BLASTX 

g3252827 

287 

l.Oe-25 

129 

40 

(AC004382) Unknown gene product [Homo sapiens] 
273287 

43011_1.R1011 
LIB3066-025-Q1-K1-D3 



Seq. No. 
Contig ID 
5 '-most EST 



273288 

43011_2.R1011 
LIB3279-055-P1-K1-G7 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



273289 

43019_1.R1011 
LIB327 9-055-P1-K1-H3 

273290 

43034_1.R1011 

wty700168412.hl 

BLASTX 

g3776574 

5 92 

3.0e-61 

176 

65 

(AC005388) Similar to T11J7.13 gi_2880051 putative protein 
kinase from Arabidopsis thaliana BAC gb_AC002340. 
[Arabidopsis thaliana] 

273291 

43036_1.R1011 

LIB3136-034-Q1-K1-E9 

BLASTX 

g3785989 

267 

2.0e-23 

149 

44 

(AC005560) unknown protein [Arabidopsis thaliana] 
273292 

43049_1.R1011 
uer700581407.hl 

273293 

43049_2.R1011 

LIB3279-057-P1-K1-C12 

BLASTX 

g3288648 

192 

3.0e-14 

121 

44 

(Y16385) origin recognition complex subunit 4 [Xenopus 
laevis] 

273294 

43049_3.R1011 
yyf700349704 .hi 

273295 

43055_1.R1011 

pmx700089103.hl 

BLASTX 

g4455325 

507 

3.0e-51 

158 

59 



38072 



NCBI Description (AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273296 

43066_1.R1011 

LIB32 79-057-P1-K1-D6 

BLASTX 

gll77320 

565 

6.0e-58 
205 
53 

(X89891) 
sativa] 



EFA27 for EF hand, abscisic acid, 27kD [Oryza 



273297 

43067_1.R1011 
xyt700345528.hl 

273298 

43069_1.R1011 

LIB3279-057-P1-K1-D9 

BLASTX 

g3941468 

414 

2.0e-40 

109 

67 

(AF062888) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



273299 

43072_1.R1011 

ntr700074729.hl 

BLASTX 

g2244952 

661 

4 .Oe-69 

176 
73 

(Z97340) strong similarity to ZK688.3 protein - 
Caenorhabditis elegans [Arabidopsis thaliana] 

273300 

43072_2.R1011 

LIB84-013-Q1-E1-H1 

BLASTX 

g3785983 

324 

5.0e-30 

121 
55 

{AC005560) hypothetical protein [Arabidopsis thaliana] 
273301 

43072_3.R1011 
uer700577069.hl 
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Seq. No. 

Contig ID 
5 '-most EST 



273302 

43072_4.R1011 
uC-zmflinol7335h07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273303 

43072_5.R1011 

uer700579510.hl 

BLASTX 

g2244952 

178 

5.0e-13 

57 

60 

(Z97340) strong similarity to ZK688.3 protein - 
Caenorhabditis elegans [Arabidopsis thaliana] 

273304 

43082_1.R1011 

LIB3137-028-Q1-K1-D3 

BLASTX 

g2094888 

343 

6.0e-32 

95 

60 

Cucumber Basic Protein, A Blue Copper Protein 
273305 

43082_2.R1011 

uC-zmflm017092el0bl 

BLASTX 

g3860333 

355 

l.Oe-33 

100 

59 

(AJ012693) basic blue copper protein [Cicer arietinum] 
273306 

43089_1.R1011 
wty700171527.hl 

273307 

43091^1. RlOll 

uC-zmflb73367h04al 

BLASTX 

g3822225 

200 

2.0e-15 

62 

50 

(AF079183) RING-H2 finger protein RHGla [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273308 

43094_1.R1011 
uC-zmflb73224hllb2 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273309 

43097_1.R1011 

fC-zmfl700339851a5 

BLASTX 

g3297819 

235 

2.0e-19 

115 

53 

(AL031032) protein kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273310 

43104_1.R1011 
ceu700422240,hl 



Seq. No. 

Contig ID 
5 '-most EST 



273311 

43110_1.R1011 
LIB327 9-057-P1-K1-H9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273312 

43147_1.R1011 

tzu700202324 .hi 

BLAS'TX 

g2443886 

909 

4,0e-98 

238 
76 

(AC002294) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273313 

43150_1.R1011 
uC-zmflm017093b08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273314 

43190_1.R1011 

uC-zmroteosinte096g06b2 

BLASTX 

g3193292 

1005 

l.Oe-109 

244 

82 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmon, score: 230.91) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



273315 

43191_1.R1011 

LIB3136-012-Q1-K1-B6 

BLASTX 

g2565010 

309 

3.0e-28 

67 
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% identity 

NCBI Description 



84 

{AC002983) putative microf ibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 {AF076275) contains 
similarity to ATP synthase B/B' (Pfam: ATP-synt_B . hmm, 
score: 11.71) [Arabidopsis thaliana] 



Seq- No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



273316 

43205_1.R1011 

LIB327 9-060-P1-K1-A7 

BLASTX 

g2244792 

227 

4.0e-18 

101 
44 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
273317 

43205_2.R1011 
LIB3117-003-Q1-K1-C4 

273318 

43208_1.R1011 

LIB189-020-Q1-E1-A10 

BLASTN 

g2062705 

36 

3.0e-10 

36 
100 

Human butyrophilin (BTF5) mRNA, complete cds 
273319 

43220_1.R1011 

LIB327 9-0 60-P1-K1-C10 

BLASTX 

g3894189 

379 

3.0e-36 

127 

58 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
273320 

43222_1.R1011 
uC-zmflm0172 05ellbl 



Seq. No. 

Contig ID 
5 '-most EST 



273321 

43222_3.R1011 
uC-zmflb73257b09b3 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



273322 

43226_1.R1011 

LIB3279-060-P1-K1-C7 

BLASTX 

gl651907 

217 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



l.Oe-17 

71 

56 

(D90901) 



spore germination protein c2 [Synechocystis sp.] 



273323 

43236_1.R1011 

LIB327 9-060-P1-K1-D7 

BLASTX 

gll71579 

563 

8.0e-58 

152 

71 

(X95342) cytochrome P450 [Nicotiana tabacum] 
273324 

43242_1.R1011 

uC-zmflmol7058g09al 

BLASTX 

g4415942 

320 

3.0e-29 

149 

48 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
273325 

43246_1.R1011 

uC-zmroteosintel01b06b2 

BLASTX 

g2435511 

286 

l.Oe-42 

127 

67 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

273326 

43249__1.R1011 

LIB327 9-060-P1-K1-F1 

BLASTX 

g3747044 

451 

6.0e-45 

84 

100 

(AF093537) blue copper protein [Zea mays] 
273327 

43256_1.R1011 

LIB3279-060-P1-K1-F6 

BLASTX 

g3334349 

271 

2.0e-47 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



172 
60 

GLYCYL-TRNA SYNTHETASE (GLYCINE~TRNA LIGASE) (GLYRS) 
>gi__2564215_emb_CAA05162__ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 

273328 

43260_1.R1011 
hvj700620782.hl 

273329 

43270_1.R1011 
LIB3066-031-Q1-K1-H6 

273330 

43283_1.R1011 
LIB143-001-Q1-E1-A4 

273331 

43285_1,R1011 

ydl700405437.hl 

BLASTX 

g4567312 

764 

3.0e-81 

219 
66 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
273332 

43291_1.R1011 

LIB143-041-Q1-E1-C6 

BLASTN 

gl915959 

43 

6.0e-15 

83 
89 

T.aestivum mRNA for peptidylprolyl isomerase 
273333 

43299_1.R1011 

qnih700029831.fl 

BLASTX 

gl352469 

872 

l.Oe-102 

224 

8 3 

BETA-FRUCTOFURANOSIDASE, CELL WALL ISOZYME PRECURSOR 
(SUCROSE-6-PHOSPHATE HYDROLASE) (INVERTASE) >gi_736359 

(U17695) invertase [Zea mays] >gi_1582380_prf 2118364A 

cell wall invertase [Zea mays] 

273334 

43302_1.R1011 
LIB143-001-Q1-E1-C9 
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(i 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



273335 

43306_1.R1011 
LIB143-001-Q1-E1-D2 

273336 

43307_1.R1011 

LIB143-001-Q1-E1-D3 

BLASTX 

g4455251 

411 

4.0e-40 

108 
67 

(AL035523) magnesium-protoporphyrin IX 
methyltransferase-like protein [Arabidopsis thaliana] 

273337 

43314_1,R1011 

uC-zmflb73146el2bl 

BLASTX 

g4455367 

639 

l,0e-86 

256 
68 

(AL035524) putative protein [Arabidopsis thaliana] 
273338 

43315_1.R1011 
uC-zmflmol732 9c07al 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273339 

43321_1.R1011 
uC-zmflb73084c09b2 

273340 

43326__1.R1011 

LIB143-035-Q1-E1-B2 

BLASTX 

gll22317 

327 

2.0e-30 

111 

60 

(X94193) heat shock protein 17.9 [Pennisetum glaucum] 
273341 

43327_1.R1011 

uC-zmflb73183bl0bl 

BLASTX 

g995714 

149 

1, Oe-09 

68 

38 

{X91258) L3177 [Saccharomyces cerevisiae] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



273342 

43328_1.R1011 

LIB3136-010-Q1-K1-G5 

BLASTX 

g4587579 

384 

9.0e-37 

209 
38 

{AC006550) F10O3,l [Arabidopsis thaliana] 
273343 

43342_1.R1011 
LIB143-016-Q1-E1-A11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273344 

43345_1.R1011 

nwy700444076,hl 

BLASTX 

g3402678 

727 

7.0e-77 

201 

71 

(AC004 697) putative adenylate kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273345 

43345_2.R1011 
LIB143-001-Q1-E1-H4 

273346 

43348__1.R1011 

LIB143-001-Q1-E1-H8 

BLASTX 

g3776559 

622 

6.0e-65 

154 
71 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273347 

43349_1.R1011 

LIB143-002-Q1-E1-A1 

BLASTX 

g2760325 

519 

2.0e-52 

130 

76 

(AC002130) F1N21.10 [Arabidopsis thaliana] 



Seq. No. 



273348 
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® 



Contig ID 


43355 l.RlOll 


5 '-most EST 


LIB143-013-Q1-E1-A2 


Method 


BLASTX 


NCBI GI 

i>J ^ J_> J. VJ i 


all69369 


BLAST score 


227 


E value 


2.0e-18 




153 


% identitv 


38 


NCBI Description 


DNAJ PROTEIN >gi 541427 pir S41758 heat shock protein dnaJ 




- Clostridium acetobutylicum >gi_4 3307 9_emb_CAA487 92_ 




(X69050) DnaJ [Clostridium acetobutylicum] 


Seq. No. 


273349 


Contig ID 


43356 l.RlOll 


5 '-most EST 


LIB3137-021-Q1-K1-F6 


Sea. No. 


273350 


Contig ID 


43368 l.RlOll 


5 '-most EST 


qmh700027864 . f 1 


Method 


BLASTX 


NCBI GI 


g3805962 


RT.AST ^^rore 


324 


F. 1 np 

i~j V Ci J_ t-J. \^ 


4 Oe-30 


M?^'\~c'h "1 pTtfT'hh 


64 


Sr "iHpr)i"'it'\/ 
0 j-^widi c J- y 


89 


KTPRT Dp'^jp't'i x^f" i on 


{Yl'M17) larp^3*=;p rPonT:ln<^ bal^ami 'fera ^iibs'O. trichocaroal 

yXJ^^ / J ^ f -L- Cl- \^ d O [ ^ \^ L4. -1- LX O Ci -1- i_> CJ.1 L L J_ tJ. K^*^ tj k-/ * ^ -L^ V— ^ 1 X V_/ ^ C4 -l* ^> CX J 




273351 


Contig ID 


43370 l.RlOll 


^ 1 -most EST 


LIB143-002-O1-E1-C6 

XJ -L XJ X ~ ■ — ' \^ \J ^ X J-J X W 




BLASTX 


NCBI GI 


g4406815 


BLAST score 


295 


TP TT;a 1 n P 


2 Oe-26 


lid Uk^ii 


81 


% identity 


67 


NCBI Description 


(AC006201) putative peptide methionine sulfoxide reductase 




|_ i^X, CXXj' X» ^^v-/ V-* iZ7 X. O I— i iCX _I LCllXCLJ 


Sea No 


273352 


Cont'ia ID 


43375 1 RlOll 


)5'-most EST 


LIB306^7-019~Q1-K1-B6 


Sea Nn 


273353 


rontia ID 


43376 1 RlOll 


5 '-most EST 


LIB143-050-O1-E1-E7 


Method 


BLASTX 


NCBI GI 


g426482 




2279 


F" TTJ^ Imp 




Match length 


439 


% identity 


95 


NCBI Description 


(L25805) alpha-amylase [Zea mays] 


Seq, No. 


273354 


Contig ID 


43376 2. RlOll 


5 '-most EST 


hvj700621517.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll3766 

539 

5.0e-55 

106 
90 

ALPHA-AMYLASE PRECURSOR ( 1 , 4-ALPHA-D-GLUCAN 

GLUCANOHYDROLASE) (ISOZYME IB) >gi_100 660_pir S10013 

alpha-amylase (EC 3.2.1.1) 1 precursor (clone lambda-0Sg2) 
- rice >gi_20167_emb_CAA34516_ (X16509) alpha-amylase 
[Oryza sativa] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273355 

43376_3.R1011 

fC-zmle7004 4 0623a3 

BLASTX 

gll3678 

731 

l.Oe-147 

298 

8 2 

ALPHA-AMYLASE ISOZYME 2A PRECURSOR ( 1 , 4 -ALPHA-D-GLUCAN 

GLUCANOHYDROLASE) >gi_82456_pir JQ1527 alpha-amylase (EC 

3.2.1.1) 2A - rice >gi_169769 (M74177) alpha-amylase [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273356 

43376__4.R1011 

LIB143-064-Q1-E1-G3 

BLASTX 

gll3766 

569 

8 .Oe-59 

128 
80 

ALPHA-AMYLASE PRECURSOR ( 1 , 4-ALPHA-D-GLUCAN 

GLUCANOHYDROLASE) (ISOZYME IB) >gi_100660_pir S10013 

alpha-amylase (EC 3.2.1.1) 1 precursor (clone lambda-0Sg2) 
- rice >gi_20167__emb_CAA34516_ (X16509) alpha-amylase 
[Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273357 

43376_5.R1011 

LIB143-019-Q1-E1-G10 

BLASTX 

g426482 

222 

l.Oe-28 

76 

87 

(L25805) alpha-amylase [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



273358 

43376_6,R1011 
vux700158360.hl 
BLASTX 
g3549648 



38082 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



265 

3.0e-36 

95 

80 

{AJ010728] 



alpha amylase [Avena fatua] 



Seq. No. 

Contig ID 



273359 

43376_8.R1011 

vux700156515.hl 

BLASTX 

g3549648 

352 

2.0e-33 

71 
89 

{AJ010728) alpha amylase [Avena fatua] 
273360 

43382_1.R1011 

LIB143-014-Q1-E1-B11 

BLASTX 

g3786008 

234 

2.0e-19 

85 
54 

(AC005499) unknown protein [Arabidopsis thaliana] 
273361 

43382_2.R1011 

LIB143-045-Q1-E1-F7 

BLASTX 

g3786008 

224 

3.0e-18 

94 

50 

(AC005499) unknown protein [Arabidopsis thaliana] 
273362 

43383_1.R1011 

LIB143-002-Q1-E1-E1 

BLASTX 

gl389768 

305 

7.0e-28 

96 
66 

(U58942) phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

273363 

43385_1.R1011 
LIB143-002-Q1-E1-E2 

273364 

43385 2.R1011 



38083 



-most EST 



LIB3069-034-Q1-K1-E3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273365 

43393_1.R1011 

LIB143-035-Q1-E1-F1 

BLASTX 

g2801536 

502 

l.Oe-50 

175 

55 

(AF039531) lysophospholipase homolog [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



273366 

43396_1.R1011 
LIB143-002-Q1-E1-F5 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



273367 

43397_1.R1011 

uC-zmflmol7041b04bl 

BLASTX 

g2894598 

576 

3.0e-59 

199 

58 

(AL021889) putative protein [Arabidopsis thaliana] 
273368 

43397_2.R1011 

uC-zmflb73041bl0bl 

BLASTX 

g2894598 

368 

3.0e-35 

81 

78 

(AL02188 9) putative protein [Arabidopsis thaliana] 
273369 

43407_1.R1011 

uC-zinflb73372g03al 

BLASTX 

g4490702 

417 

9.0e-41 

206 
46 

(AL035680) hypothetical protein [Arabidopsis thaliana] 
273370 

43417_1.R1011 

dyk700102930.hl 

BLASTN 

g3747043 

42 

5.0e-14 



38084 



Match length 42 

% identity 100 . . ^ 

NCBI Description Zea mays blue copper protein mRNA, partial cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273371 

43419_1.R1011 

LIB143-003-Q1-E1-A12 

BLASTX 

g3482933 

338 

l.Oe-31 
92 
68 

{AC003970) 
thaliana] 



Similar to cdc2 protein kinases [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273372 

43420_1.R1011 

uC-zmflmol7041ellbl 

BLASTX 

g3798740 

172 

4.0e-12 

152 

31 

(AB011261) supercoiling factor [Drosophila melanogasterj 
273373 

43438_1.R1011 

vux700161562.hl 

BLASTX 

g2190992 

410 

5.0e-40 

113 

67 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 

273374 

43439_1.R1011 
LIB143-003-Q1-E1-C5 

273375 

43447_1.R1011 

LIB3136-014-Q1-K2-E9 

BLASTX 

g4490333 

469 

l.Oe-46 

134 
69 

(AL035656) EF-Hand containing protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 



273376 

43453 l.RlOll 



38085 



5 '-most EST 



uC-zmflb73152g03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273377 

43459__1.R1011 

uC- zmf Imo 17044 d02bl 

BLASTX 

g2633727 

645 

6.0e-67 

392 

36 

(Z99111) ykrT [Bacillus subtilis] 
273378 

43460_1.R1011 

LIB3061-001-Q1-K2-H7 

BLASTX 

g3850581 

353 

3.0e-33 

120 
56 

(AC00527B) EST gb_N96383 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273379 

43465_1.R1011 

LIB143-003-Q1-E1-F5 

BLASTX 

g2662099 

316 

7.0e-29 

135 

51 

(AB007869) KIAA0409 [Homo sapiens] 
273380 

43467_1.R1011 

LIB143-020-Q1-E1-B6 

BLASTX 

g3236253 

386 

4.0e-37 

146 
52 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



273381 

43470_1.R1011 

LIB143-003-Q1-E1-G1 

BLASTX 

g4512685 

163 

9.0e-ll 

73 
49 



38086 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

273382 

43470_2.R1011 
LIB84-014-Q1-E1-H2 

273383 

43472_1.R1011 

gct701178805.hl 

BLASTX 

g4572671 

721 

3.0e-76 

205 
73 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

273384 

43487_1.R1011 

sem700930219.hl 

BLASTX 

g3386604 

204 

3.0e-16 

92 
53 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
273385 

43494_1.R1011 
LIB143-004-Q1-E1-A5 



Seq. No. 
Contig ID 
5 '-most EST 



273386 

43494_2.R1011 
LIB189-013-Q1-E1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



273387 

43511_1.R1011 

ntr700072217.hl 

BLASTX 

g398966 

357 

8.0e-34 

169 

45 

4-COUMARATE— COA LIGASE 2 (4CL) (CLONE 4CL16) 

>gi_541937_pir PQ0772 4-coumarate — CoA ligase (EC 

6.2.1.12) (clone GM4CL1B) - soybean (fragment) 
>gi_18520_emb_CAA4 957 6_ (X69955) 4-coumarate~CoA ligase 
[Glycine max] 

273388 

43514_1.R1011 
LIB143-038-Q1-E1-D4 



38087 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

gl514953 

1282 

l.Oe-141 

349 
72 

{D76415) cysteine proteinase [Oryza sativa] 
273389 

43514_2.R1011 

LIB143-004-Q1-E1-C4 

BLASTX 

gl514953 

342 

4.0e-32 

89 

73 

(D76415) cysteine proteinase [Oryza sativa] 
273390 

43514_3.R1011 

LIB143-041-Q1-E1-B9 

BLASTX 

g4426617 

304 

2.0e-27 
75 

77 . ^ 

(AF099203) cysteine endopeptidase precursor [Oryza sativa] 

273391 

43514_5.R1011 

hvj700618989.hl 

BLASTX 

g629792 

169 

4.0e-12 

50 
62 

cysteine proteinase - rice >gi_530335_emb_CAA56844_ 
(X80876) cysteine protease [Oryza sativa] 

273392 

43518_1.R1011 

fC-zmfl700465406a2 

BLASTX 

g2660664 

417 

l.Oe-40 

183 
49 

(AC002342) unknown protein [Arabidopsis thaliana] 
273393 

43521_2,R1011 
cat700018356.rl 



38088 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273394 

43526_1.R1011 
LIB143-004-Q1-E1-D5 

273395 

43530_1.R1011 
afb700381540.hl 

273396 

43541_1.R1011 

LIB143-019-Q1-E1-A2 

BLASTX 

g400094 

291 

l.Oe-25 

143 

43 

23 KD JASMONATE-INDUCED PROTEIN >gi_28298 9_pir_ 
jasmonate-induced protein 1 - barley 

273397 

43559_1.R1011 

tfd700574448.hl 

BLASTX 

g2832629 

423 

2.0e-41 

134 
57 

(AL021711) 
thaliana] 



S22514 



4-coumarate-CoA ligase - like [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273398 

43564_1.R1011 

xjt700096940.hl 

BLASTX 

g4098238 

303 

3.0e-27 
256 

(U76384) o-methyltransf erase [Triticum aestivum] 
273399 

43574_1.R1011 

LIB3059-012-Q1-K1-G8 

BLASTX 

g3885343 

173 

3.0e-12 

63 

52 

{AC005623) hypothetical protein [Arabidopsis thaliana] 
273400 

43577_1.R1011 
uC-zmflmol7301g08bl 



38089 



Method 


BLASTN 




NCBI GI 


g2062705 




BLAST score 


36 




E vslue 


l.Oe-10 




Match length 


36 




% identity 


100 




NCBI Description 


Human butyrophilin (BTF5) 


mRNA 


Seq, No. 


273401 




Contig ID 


43577 2.R1011 




5 '-most EST 


ymt700222504 .hi 




Seg« No. 


273402 




Contig ID 


43588 l.RlOll 




5 '-most EST 


LIB143-005-Q1-E1-B4 




Sea. No 


273403 




Contig ID 


43591 l.RlOll 




5 '-most EST 


uC-zmf Ib73050h07bl 




Method 


BLASTX 




NCBI GI 


g3135611 




BLAST score 


535 




E value 


2.0e-54 




Match length 


204 




% identity 


52 




NnBT Dp '=^r'T'lDl" ion 

J.N J— ' -L SH 1^ \^ J 1- ^ U. -I. N-/ i 1 


(AF062485) cellulose synthase 


Seq, No. 


273404 




Contig ID 


43599 l.RlOll 




5 ' -most EST 


qmh700028615.fl 




Sea No 


273405 




Contia ID 


43599 2. RICH 




5 ' -most EST 


uC-zmflb73080g02b2 




Sea No 


273406 




Contig ID 


43602 l.RlOll 




5 '-most EST 


LIB143-005-Q1-E1-D9 




Method 


BLASTX 




NCBI GI 


gl362007 




BLAST score 


598 




E value 


l.Oe-67 




M^tph 1 pnrrth 


139 




% identity 


81 




NCBI Description 


thioglucosidase (EC 3.2,3 


.1) - 




>gi_87199 2_emb_CAA5 5 7 8 7_ 


(X791 




[Arabidopsis thaliana] 




Seq, No. 


273407 




Contia ID 


43603 l.RlOll 




5 '-most EST 


LIB189-010-Q1-E1-G9 




Method 


BLASTX 




NCBI GI 


g4467147 




BLAST score 


933 




E value 


l.Oe-101 




Match length 


304 




% identity 


64 





mRNA, complete cds 



Arabidopsis thaliana 
}5) thioglucosidase 



38090 



NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 



Seq* No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273408 

43605_1.R1011 

uwc700152827.hl 

BLASTX 

gl666171 

1192 

l.Oe-131 

254 

85 

(Y09105) unknown [Nicotiana plumbagini folia] 



Seq. No. 
Contig ID 
5 '-most EST 



273409 

43607_1.R1011 
LIB143-0Q5-Q1-E1-D5 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Contig ID 
5 '-most EST 



273410 

43612_1.R1011 

wyr700235692.hl 

BLASTX 

gl077569 

409 

l.Oe-39 

196 
41 

probable membrane protein YDR109c - yeast (Saccharomyces 
cerevisiae) >gi_747884_emb_CAA88663_ (Z48758) unknown 
[Saccharomyces cerevisiae] 

273411 

43613_1,R1011 

LIB143-057-Q1-E1-F7 

BLASTX 

g4138647 

363 

l,0e-34 

140 
51 

(AJ011939) peroxidase [Trifoliuiu repens] 
273412 

43613_2.R1011 

xsy700210737.hl 

BLASTX 

gl402906 

279 

6*0e-25 

97 

54 

(X98314) peroxidase [Arabidopsis thaliana] 
>gi_4468977_emb_CAB38291_ (AL035605) peroxidase, prxr2 
[Arabidopsis thaliana] 

273413 

43615_1.R1011 
LIB143-005-Q1-E1-E4 



38091 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273414 

43619__1,R1011 

fdz701163458.hl 

BLASTX 

g4008006 

765 

2.0e-81 

217 

70 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273415 

43624_1.R1011 
LIB143-005-Q1-E1-F4 



Seq. No. 

Contig ID 
5 '-most EST 



273416 

43625_1.R1011 
LIB143-065-Q1-E1-F4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273417 

43634_1.R1011 

LIB143-005-Q1-E1-G2 

BLASTX 

g4510389 

758 

l.Oe-80 

202 

73 

(AC007017) 
thaliana] 



putative solute carrier protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



273418 

43635_1.R1011 
LIB143-005-Q1-E1-G6 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273419 

43636^1. RICH 

xjt700096970.hl 

BLASTX 

g3600032 

727 

7.0e-77 

279 
52 

{AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin.hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B.hmm, score: 10.8 9) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273420 

43649_1.R1011 
uC-zmflmol7238a06bl 



Seq. No. 
Contig ID 
5 '-most EST 



273421 

43652_2.R1011 
ypc700805878 .hi 



38092 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273422 

43669__1.R1011 

hvj700620908.hl 

BLASTX 

g2507455 

1880 

0. Oe+00 

429 

83 

FORMATE— TETRAHYDROFOLATE LIGASE ( FORMYLTET RAH YDRO FOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir ^A43350 

formate — tetrahydrof olate ligase (EC 6.3*4.3) - spinach 
>gi_170145 (M83940) 10-forinyltetrahydrof olate synthetase 
[Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273423 

43669_2.R1011 

LIB143-006-Q1-E1-C2 

BLASTX 

g2507455 

467 

l.Oe-46 

117 

76 

FORMATE—TETRAHYDROFOLATE LIGASE ( FORMYLTETRAHYDRO FOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_3224 01_pir ^A43350 

formate — tetrahydrof olate ligase (EC 6.3,4.3) - spinach 
>gi_170145 (M83940) 10-formyltetrahydrof olate synthetase 
[Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273424 

43674_1,R1011 

LIB3117-012-Q1-K1-H3 

BLASTX 

g4566505 

858 

2.0e-92 

205 

82 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



273425 

43679_1.R1011 
uC-zmflmol7309bl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273426 

43682_1.R1011 

uC-zmroB73020e06bl 

BLASTX 

gl076414 

822 

l.Oe-104 

301 

65 

subtilisin-like proteinase 



(EC 3.4.21.-) - Arabidopsis 



38093 



0 



thaliana (fragment) >gi_757534_einb_CAA59963_ {X85974) 
subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 


273427 


Contig ID 


43683 l.RlOll 


' — Tyl/-^c'■^- TTQT 

0 ~IiLO SZ iLo 1 




Metnoa 






go U 41 l^i 


tJiiAo i score 




jcj vaj-ue 




lyiaucn ±engL.n 


O U 0 


% identity 


Q A 


iNt^ox uescnpuion 


\riii \j D / \j H J ) acy± uori oxiciase Lii.xrajL>iQops is i.nd±iaiia 


Seq. No. 


273428 


Contig ID 


43684_1.R1011 


D "luOSTZ tiO 1 


LjXIDXU -7 U-LJ. l^J-L iljJ- 0^ 


Me tnou 


T3T 7\ OTV 
bIjAb I A 


NCBI GI 


g4432839 


BLAST score 


150 


E value 


3 . ue-u y 


Match length 


1 0 


% identity 




NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


273429 


Contig ID 


43684 3.R1011 


5 -most EST 


nbs / (Jiioz4oo.nl 


Seq. No. 


273430 


Contig ID 


43688__1.R1011 


5 -most EST 


uC-zmr lmol72 94g03Dl 


Method 


BLASTX 


NCBI GI 


g2D2o27 9 


BLAST score 


440 


E value 


Z . tJe-4 o 


Match length 


T Pk fi 

1U9 


% identity 


73 


NCBI Description 


(AL021687) hypothetical protein [Arabidopsis thai 


o e q . MO. 


97 


Contig ID 


43690 l.RlOll 


5 '-most EST 


LIB3068-023-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3252813 


BLAST score 


823 


E value 


7.0e-90 


Match length 


202 


% identity 


73 


NCBI Description 


(AC004705) vacuolar sorting receptor-like protein 



[Arabidopsis thaliana] >gi_3810586 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 
Method 



273432 

43702_1.R1011 

uC-zmflmol7292e09bl 

BLASTX 



38094 







BLAST score 


599 


E value 


5,0e-67 


Match length 


181 


% identity 


74 


NCBI Description 


(Y11154) DEAD box-like 


Seq. No. 


273433 


Contig ID 


43702 2.R1011 


5 '-most EST 


pmx700088184.hl 


Method 


BLASTX 






BLAST score 


203 


E value 


9.0e-16 


Match length 


75 


% identity 


57 


NCBI Description 


(Y11154) DEAD box-like 


Seq. No. 


273434 


Contig ID 


43711 l.RlOll 


5 '-most EST 


yyf700351914.hl 


Method 


BLASTX 




rr? QR Q7 R 1 


BLAST score 


1576 


E value 


l.Oe-176 


Match length 


337 


% identity 


88 


NCBI Description 


(AJ223508) Zwille prot 


Seq. No. 


273435 


Contig ID 


43727 l.RlOll 


5 '-most EST 


LIB143-044-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g232282 


BLAST score 


165 


E" value 


5.0e-17 




0 f± 


% identity 


54 


NCBI Description 


22.0 KD CLASS IV HEAT 




>gi 477760 pir B48113 




>gi_l 8 66 l_emb_CAA4 4 882 




[Glycine max] 


Seq. No. 


273436 


Contig ID 


43727 2.R1011 


5 '-most EST 


LIB3061-052-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g232282 


BLAST score 


247 


E value 


5.0e-21 


Match length 


66 


% identity 


64 


NCBI Description 


22.0 KD CLASS IV HEAT 




>gi 477760 pir B48113 




>gi_l 8 66 l_emb_CAA4 4 882 




[Glycine max] 



[Arabidopsis thaliana] 



(X63198) heat shock protein 



soybean 



38095 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273437 

43735_1.R1011 

LIB143-026-Q1-E1-H12 

BLASTN 

g4416300 

298 

l.Oe-167 

358 

43 

Zea mays chromosome 4 



22 kDa zein-associated intercluster 



region, complete sequence 
273438 

43740_1.R1011 

LIB143-011-Q1-E1-B7 

BLASTX 

g3941528 

539 

3.0e-55 

106 

86 

(AF062918) putative transcription factor [Arabidopsis 
thaliana] 

273439 

43740_2.R1011 

uC-zmflb73001f02bl 

BLASTX 

g3941482 

250 

2.0e-21 

46 

85 

(AF062895) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273440 

43745_1.R1011 
nbm700477369.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



273441 

43764_1.R1011 

uC-zmflb73003el2bl 

BLASTX 

g4581150 

523 

l.Oe-110 

395 
42 

(AC006919) hypothetical protein [Arabidopsis thaliana] 
273442 

43775_1.R1011 

tzu700203684.hl 

BLASTX 

gl352057 

153 



38096 



11 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-09 

56 

59 

AUXIN-INDUCED PROTEIN IAA4 >gi_629633_pir S39075 

auxin-induced protein - garden pea >gi_4 14181_emb_CAA4 8297_ 
(X68215) auxin-induced protein [Pisum sativum] ~ 

273443 

43775_2.R1011 

LIB3068-035-Q1-K1-C11 

BLASTX 

g452777 

215 

5.0e-17 

160 

35 

(X68216) auxin-induced protein [Pisum sativum] 
273444 

43777_1.R1011 

fdz701161434.hl 

BLASTX 

g548702 

320 

2.0e-29 

123 

45 

DNA-DIRECTED RNA POLYMERASE II 14.5 KD POLYPEPTIDE (RPB9) 

(RPB14.5) >gi_543001_pir S41621 DNA-directed RNA 

polymerase (EC 2.7.7.6) II 14. 5K chain - human 
>gi_397150_emb_CAA8064 9_ (Z23102) RNA Polymerase II subunit 
14.5 kD [Homo sapiens] >gi_1905901 (AD001527) HUMAN 
DNA-DIRECTED RNA POLYMERASE II 14.5 KD SUBUNIT [Homo 
sapiens] 

273445 

43778_1.R1011 
LIB3136-019-Q1-K1-F5 

273446 

43780_1.R1011 
LIB143-011-Q1-E1-F3 

273447 

43780_2.R1011 

LIB30 68-01 9-Q1-K1-H6 

273448 

43781^1. RICH 

uC-zmflb73051dl2bl 

BLASTX 

g3004565 

907 

8.0e-98 

336 

54 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



38097 



Seq. No, 


273449 


Contig ID 


43786 l.RlOll 


5 '-most EST 


mwy700438577.hl 




PT Zi CTV 
Oijilb 1 A 


NCBI GI 


g3522946 


BLAST score 


264 


E value 


5.0e-23 


Match length 


93 


% identity 


51 


NCBI Description 


{AC004411) putative cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


273450 


Contig ID 


43805 l.RlOll 


5 '-most EST 


LIB143-012-Q1-E1-A11 


Method 


BLAST A 


NCBI GI 


g3024541 


BLAST score 


195 


E value 


2.0e-14 


Match length 


297 


% identity 


10 


NCBI Description 


RESTIN >gi_2338714 (AF014012) restin [Gallus gallus] 


Seq. No. 


273451 


Contig ID 


43807 l.RlOll 


5 '-most EST 


LIB143-012-Q1-E1-A2 



Seq. No. 273452 

Contig ID 43814_1 . RlOll 

5 '-most EST LIB143-012-Q1-E1-B11 

Seq. No. 273453 

Contig ID 43814_2 . RlOll 

5 '-most EST LIB3136-051-Q1-K1-G9 

Seq. No. 273454 

Contig ID 43814_3 . RlOll 

5' -most EST t f d700569694 . hi 



Seq. No. 273455 

Contig ID 43820_1 . RlOll 

5'-most EST LIB143-064-Q1-E1-E11 

Seq. No. 273456 

Contig ID 43820_2 , RlOll 

5 '-most EST LIB143-034-Q1-E1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273457 

43823_1. RlOll 

LIB14 3-012-Q1-E1-C1 

BLASTX 

gl084461 

347 

2.0e-32 

80 

81 

RCc3 protein - rice >gi 786132 



(L27208) RCc3 [Oryza sativa] 



38098 



11 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



273458 

43824_1.R1011 
LIB143-012-Q1-E1-C10 

273459 

43830_1.R1011 

LIB14 3-0 60-Q1-E1-D9 

BLASTX 

g2132293 

177 

4.0e-12 

313 
22 

hypothetical protein YPR128c - yeast (Saccharomyces 
cerevisiae) >gi_1066487 (U40829) Similar to mitochondrial 
ADP/ATP carrier protein (Swiss Prot . accession number 
P12235) and mitochondrial phosphate carrier protein (Swiss 
Prot. accession number Q00325) [Saccharomyces cerevisiae] 

273460 

43830_2.R1011 
LIB3117-008-Q1-K1-C6 

273461 

43835_1.R1011 

LIB143-012-Q1-E1-D4 

BLASTX 

g2586083 

210 

l.Oe-16 

80 
56 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 

273462 

43838_1.R1011 

LIB143-012-Q1-E1-D8 

BLASTX 

g3157951 

671 

l.Oe-96 

218 
86 

(AC002131) Contains similarity to vesicle trafficking 
protein gb_U91538 from Mus musculus. ESTs gb_F15494 and 
gb_F14 097 come from this gene. [Arabidopsis thaliana] 

273463 

43840_1.R1011 

uC-zmflmol70112e06bl 

BLASTX 

g2914710 

963 

l.Oe-104 
216 



38099 



II 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(AC003974) 
thaliana] 



putative beta-D-galactosidase [Arabidopsis 



273464 

43844_1.R1011 

LIB189-012-Q1-E1-G8 

BLASTX 

g632148 

205 

8.0e-16 

189 
33 

narbonin - Vicia narbonensis >gi_1364114_pir S56697 

narbonin (clone pNaF6) - Vicia narbonensis 
>gi_396823_emb_CAA80983_ {Z25536) narbonin [Vicia 
narbonensis] 

273465 

43850_1.R1011 
LIB3060-024-Q1-K1-B7 

273466 

43861_1.R1011 

xjt700096308.hl 

BLASTX 

g4539470 

283 

5.0e-25 

89 

61 

(AL04 9500) hypothetical protein [Arabidopsis thaliana] 
273467 

43869_1.R1011 

nbm700471023.hl 

BLASTX 

g4567283 

484 

3.0e-48 

180 

53 

(AC006841) unknown protein [Arabidopsis thaliana] 
273468 

43880_1.R1011 

LIB3069-039-Q1-K1-F8 

BLASTX 

g2344901 

1030 

l.Oe-112 

244 

84 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 



Seq. No. 



273469 



38100 



Pon1" "i a TD 

V^Vj'iil J. J_/ 


43885 1 RlOll 


5^ -most EST 


hvi70^619247 hi 


l ie UiHJ^ 


RT.A^TX 

D i-ijri.O X ^ 


IN ^ i-J i VJ J. 


al353193 


BLAST score 


665 


E value 


2.0e-69 


M;^i~phi lAnrri'Vi 

LI a i_oJ.i L-ii. 


316 


0 XUldi L.-L 1— y 


45 


MORT Dp '=!r'T "i nt* 1 nn 

L\ Lj a. C O V_> J_ ^ i L W 1 1 






O-mpth v1 1 ran =1 f era<^e fEC 2 11 




fTildOfi^^ 0— "mp'thvl trans f era 


O C v-[ • LN U • 


273470 


Contia ID 


43885 2. RlOll 


S'-most EST 


ntr700073260 hi 


Method 


BLASTX 


NCBI GI 


g4098238 






Hi V d. X U.C 






122 




48 






Q "NT 


^ / O ^ / X 




43891 1 RlOl 1 

^ U X X » X\X V X X 




T.TR1 4^-m 3-ni -F1 -R1 0 




DXirlO 1 A, 




y J o vj 's o o 


BLAST score 


510 


E value 


8.0e-52 




X f 


iQ.eiiL,iT-y 


o O 








X XO/VJi.UX tJiLLU >wrT-rt. / ^jL.UO ^IX 




TT)>a ■77*3 "1 


iDe<4 • INU . 


97-3/179 




43899 1 R1 01 1 




ijXoX*±0 UXO ^^X £jX dxx 


Method 


BLASTX 


NCBI GI 


gl526424 


DXiiT.O X iZ>^\JjL^ 


217 


E value 


^ np-T 7 




X J D 


o XtJ.CllLXL,y 


X X 


LNODX LJCO^— X X^ OX^Jll 


\ Lj' U 'i X H W / Xij-jrr ^xiw/L-CXii Xii yxuu.^ 


o t; (-^ • L^L/ r 


97^47 ^ 


Pon i" "1 rr T H 
^^vjiiuxy J- LJ 


4'^fiQ^ 1 R1 ni 1 

riOO^O X.r\.X\JXX 


5 '-most EST 


LIB14 3-013-O1-E1-B4 


Method 


BLASTX 


NCBI GI 


gl346487 


BLAST score 


900 


E value 


3.0e-97 


Match length 


195 


% identity 


91 


NCBI Description 


MALATE SYNTHASE, GLYOXYSOMAL 



>gi_54218 6_pir JQ2268 

-) - maize >gi 404070 



3 [Arabidopsis thaliana] 



38101 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



synthase [Zea mays] 
273474 

43899_1.R1011 
uwc700155052.hl 

273475 

43902_1.R1011 

LIB143-013-Q1-E1-C11 

BLASTX 

g2467272 

294 

2.0e-26 

166 

42 

(Z99759) hypothetical protein [Schizosaccharomyces pombe] 
273476 

43910_1,R1011 

LIB143-013-Q1-E1-D11 

BLASTX 

g3128210 

501 

2.0e-50 

136 

67 

(AC004077) putative cytochrome P450 protein [Arabidopsis 
thaliana] >gi_3337378 (AC004481) putative' cytochrome P450 
protein [Arabidopsis thaliana] 

273477 

43912_1.R1011 
LIB143-013-Q1-E1-D2 



Seq. No. 
Contig ID 
5 '-most EST 



273478 

43914_1.R1011 
uC-zmflB73004d08bl 



Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 ' -most EST 



273479 

43919_1.R1011 
uC-zmflb73199f01bl 

273480 

43919_2.R1011 

uC-zmflmol7035d04bl 

BLASTX 

g3877580 

184 

4,0e-13 

136 
39 

(Z67755) F54F7.1 [Caenorhabditis elegans] 
273481 

43921_1,R1011 
gct701180666.hl 



38102 



Seq. No. 


273482 


Contig ID 


43923 l.RlOll 


5 '-most EST 


LIB143-013-Q1-E1- 


Method 


BLASTN 


NCBI GI 


gi oyy uu 


BLAST score 


52 


E value 


2.0e-20 


Match length 


56 


% identity 


98 


NCBI Description 


Oryza sativa LMW 


Seq. No. 


273483 


Contig ID 


43925 l.RlOll 


5 '-most EST 


LIB143-013-Q1-E1 


Method 


BLASTX 


NCBI GI 


g4249391 


BLAST score 


342 


E value 


4 . Oe-32 


Match length 


96 


% identity 


65 


NCBI Description 


(AC005966) Simil 




from Arabidopsis 




thaliana] 


Seq. No. 


273484 


Contig ID 


43930 l.RlOll 


5 '-most EST 


fwa700097691.hl 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


855 


E value 


7.0e-92 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



321 
51 

(AC002343) unknown protein [Arabidopsis thaliana] 
273485 

43935_1.R1011 

LIB3059-001-Q1-K2-G8 

BLASTX 

gll7Q092 

1156 

l,0e-127 

223 

100 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 

>gi 1076807_pir S52037 glutathione transferase (EC 

2.5.1.18) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transferase IV [Zea mays] >gi__6 957 8 9_emb_CAA5 60 4 7_ 
(X79515) glutathione transferase [Zea mays] 

>gi_10948 66_prf 2106424A glutathione 

S-transferase :ISOTYPE=IV [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



273486 

43935^3. RlOll 

LIB143-024-Q1-E1-A7 

BLASTX 

gll70092 



38103 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

8.0e-25 

55 

100 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 

>gi 1076807_pir S52037 glutathione transferase (EC 

2.5T1.I8) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transferase IV [Zea mays] >gi_6957 8 9_emb_CAA5 6047_ 
(X79515) glutathione transferase [Zea mays] 

>gi_1094 866_prf 2106424A glutathione 

S-transferase :ISOTYPE=IV [Zea mays] 

273487 

43939_1.R1011 

xmt700261176.hl 

BLASTX 

g399064 

555 

4.0e-57 

134 



Seq. No. 
Contig ID 
5 • -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30 



(AS) 



ASPARAGINE SYNTHASE (GLUTAMINE-HYDROLYZING) 
>gi_100980_pir S25165 asparagine synthase 

(glutamine-hydrolyzing) (EC 6.3.5.4) - garden asparagus 
>gi_1607 6_emb_CAA48141_ (X67 958) asparagine synthase 

(glutamine-hydrolysing) [Asparagus officinalis] 

273488 

43942_1,R1011 
wyr700243723,hl 

273489 

43959^1. RICH 

LIB143-013-Q1-E1-H6 

BLASTX 

g2995951 

151 

l.Oe-09 

45 

64 

(AF053564) auxin-induced protein [Mesembryanthemum 
crystallinum] 

273490 

43960_1.R1011 

xsy700209528.hl 

BLASTX 

g4388726 

1048 

l.Oe-137 

353 
70 

(AC006413) putative 12-oxophytodienoate-lO, 11-reductase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 



273491 

43964 l.RlOll 



38104 



^ iLUJOt- HjO X 




Method 


BLASTX 


NCBI GI 


g3695388 


RTiAST srore 


213 


Hi V CL J. Lie 












MPRT Flo c; r* "i r^-h n (^Ti 




D c . i\ U * 






43965 1 RlOll 




wtv700"l68731 hi 


l ie; uiX\^^-i 




NCBI GI 


gl665817 


BLAST score 


324 


U V U J- 


1 . Oe-29 


LICl UOii XCil^ Uii. 


192 


% identity 


37 


NCBI Description 


(D87466) Similar to S.cerevisiae hypothet 




fS59316^ rHomn sanipnsl 

^ ^ ^ ^ \J / 1 XI wlLLVy ^ CiL ^ 1 1 0 J 


O (4 • In U . 


97^4 




'i 0 j7 U J il..rxXUXX 




T.TR^D^Q-D'^Q-ni -Kl -Hi D 


0 6 CJ . iN 0 . 


9 7 Qil 


T-i -1 T Pi 

t^onng lu 






nr-7Tnf"l b7^9 S Sdl 1 hi 


Method 


BLASTX 


NCBI GI 


g2827536 




J V) J 


Iij VcLXUg 


c; np-?4 


Match length 


151 


% identity 


43 




V-rtXj W <i X vj 0 0 ; iiy^v^ L-Ilfcr CXOclX ^XtJLfc^XII |_^X dX-'X LHJ^ 


Seq. No. 


273495 


Contig ID 


43979_2. RlOll 


iUt^O L. JCjO J- 




Seq. No. 


273496 


Contig ID 


43979_3. RlOll 


^ iiKJ 0 U HjO X 


vm-h 7 009 R Q<^9 Q hi 


0 1; ■ iN (J • 


9 7 ^4 Q7 


uonuig lu 


A ^QR 4 1 "RlOll 


J ILLU 0 U i_jO 1 


T TRI d"^— 01 d-OI — F1 -F9 

XjX±jX*iO U X ^X JltX HiZ. 


beq . jno . 






1 R1011 

'lOi^O^ X.I\XUXX 


c; ' -most E5^T 


TiC-zmf^lmnl 79n9dnib1 


Method 


BLASTX 


NCBI GI 


g3757682 


BLAST score 


519 


E value 


9.0e-53 


Match length 


148 


% identity 


70 
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NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(Y18212) glucan endo-1, 3-beta-D-glucosidase [Triticum 
aestivum] 

273499 

44000_1.R1011 
LIB143-054-Q1-E1-E3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 



273500 

44004__1.R1011 
LIB143-014-Q1-E1-E4 

273501 

44006_1.R1011 

uC-zmroteosintell6b04b2 

BLASTX 

g542185 

325 

9.0e-45 

109 
55 

group 3 Lea protein MGL3 - maize >gi_452560 (U05226) group 
3 Lea protein MGL3 [Zea mays] >gi_4 5487 3_dbj_BAA05550_ 
(D26552) group 3 Lea protein MGL3 [Zea mays] 
>gi_2654379_emb_CAA82632,l_ (Z29512) Group 3 Lea protein 
MGL3 [Zea mays] 

273502 

44006_3.R1011 

LIB143-014-Q1-E1-E7 

BLASTX 

g542185 

625 

7.0e-65 

195 
72 

group 3 Lea protein MGL3 - maize >gi_452560 [U05226) group 
3 Lea protein MGL3 [Zea mays] >gi_4 54873_dbj_BAA05550_ 
(D26552) group 3 Lea protein MGL3 [Zea mays] 
>gi_2654379_emb_CAA82632.1_ (Z29512) Group 3 Lea protein 
MGL3 [Zea mays] 

273503 

44010_1.R1011 

fdz701166753.hl 

BLASTX 

g266944 

628 

l.Oe-65 

124 

92 

60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_1934 3_emb_CAA458 63_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 

273504 

44012 l.RlOll 



38106 



5 '-most EST 



LIB143-014-Q1-E1-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273505 

44013_1.R1011 

LIB143-014-Q1-E1-F5 

BLASTX 

g2459426 

355 

l.Oe-33 

124 

58 

(AC002332) putative splicing factor U2AF large chain 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273506 

44043_1.R1011 
xtj700378215.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273507 

44044__1.R1011 

yyf700347785.hl 

BLASTN 

g3850998 

34 

3.0e-09 

58 
90 

Zea mays pyruvate dehydrogenase El beta subunit isoform 1 
mRNA, nuclear gene encoding mitochondrial protein, complete 
cds 



Seq. No. 

Contig ID 
5 '-most EST 



273508 

44044_2,R1011 
kem700611724.hl 



Seq. No. 

Contig ID 
5 '-most EST 



273509 

44044_3.R1011 
wty700170849.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273510 

44055_1.R1011 

uC-zmflb73032al2bl 

BLASTX 

gl39780 

154 

9,0e-10 

87 

45 

WOUND-INDUCED PROTEIN 1 >gi_82293_pir JQ0398 wunl protein 

- potato 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



273511 

44060_1.R1011 

LIB3137-012-Q1-K1-F3 

BLASTX 

g2462826 

253 



38107 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-21 

183 

31 

(AF000657) unknown protein [Arabidopsis thaliana] 
273512 

44062^1. RlOll 

wty700172132.hl 

BLASTX 

g3850571 

449 

3.0e-44 

92 

93 

(AC005278) Similar to gb_U85207 snRNP core Sm protern 
homolog Sm-X5 from Mus musculus. EST gb__AA612141 comes 
from this gene. [Arabidopsis thaliana] 

273513 

44064_1.R1011 
LIB143-015-Q1-E1-C11 

273514 

44066_1.R1011 

LIB143-015-Q1-E1-C2 

BLASTX 

g4104058 

229 

l.Oe-18 

120 

37 

(AF031195) blue copper-binding protein homolog [Triticum 
aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



273515 

44077_1.R1011 
xjt700095757.hl 

273516 

44078_1.R1011 

uC-zmflb73196d09bl 

BLASTX 

g3386604 

649 

8.0e-68 

269 

50 

(AC004 665) putative protein kinase [Arabidopsis thalxana] 
273517 

44082_1.R1011 

LIB143-015-Q1-E1-D8 

BLASTX 

g4506043 

193 

l.Oe-14 
83 



38108 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

prolyl endopeptidase >gi_134 6769_sp_P48147_PPCE_HUMAN 
PROLYL ENDOPEPTIDASE ( POST-PROLINE CLEAVING ENZYME) (PE) 
>gi_558596_emb_CAA52605_ (X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidase 

[Homo sapiens] 

273518 

44087_1.R1011 

pmx700088968.hl 

BLASTX 

g4006848 

306 

6.0e-28 

100 

58 

(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 

273519 

44088_1.R1011 

LIB143-015-Q1-E1-E2 

BLASTX 

g728863 

611 

9.0e-64 

121 

99 

LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 

HYDROXYLASE) >gi_100871_pir S12043 gene A2 protein - maize 

>gi_22104_emb_CAA39022_ (X55314) A2 [Zea mays] 

273520 

44099_1.R1011 

xay700053567.rl 

BLASTX 

gl69799 

313 

l.Oe-28 

120 

55 

(M80939) 16.9 kDa heat shock protein [Oryza sativa] 

>gi_445140_prf 1908439B heat shock protein 16. 9B [Oryza 

sativa] 

273521 

44104__1,R1011 

wyr700242574.hl 

BLASTX 

g416650 

349 

8.0e-37 

154 

55 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN- INDUCED PROTEIN 

PGNT35/PCNT111) >gi_100304_pir S16268 auxin-induced 

protein (clone pGNT35) - common tobacco 



38109 



>gi 19797 emb CAA39706__ (X56265) auxin-induced protein 
[Nicotiana tabacum] >gi_19801_einb_CAA3 9710_ (X56269) 
auxin-induced protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



273522 

44110_1.R1011 
LIB143-015-Q1-E1-G5 

273523 

44116_1.R1011 
LIB143-015-Q1-E1-H10 

273524 

44117_1.R1011 

fC-zmle700446876f7 

BLASTX 

gll50406 

333 

2.0e-30 

174 

43 

{Z46868) exo-1, 3-beta-glucanase/l, 3-beta-D-glucan 
glucanohydrolase [Pichia angusta] 

273525 

44121_1.R1011 

LIB143-015-Q1-E1-H4 

BLASTX 

g550452 

1351 

l.Oe-149 

549 

47 

{U08469) 3-methylcrotonyl-CoA carboxylase, biotm-carrxer 
domain [Glycine max] 

273526 

44121_2.R1011 

uC - zmf IMo 17007d09bl 

BLASTX 

g4587569 

771 

4.0e-82 

190 
78 

{AC006550) Identical to gb_U12536 3-methylcrotonyl-CoA 
carboxylase precursor protein from Arabidopsis thaliana. 
ESTs gb_H35836, gb_AA651295 and gb_AA721862 come from this 
gene 

273527 

44121^3, RlOll 

uC-zmflmol7184f07bl 

BLASTX 

g4587569 

458 

l.Oe-57 



38110 



137 
84 

(AC006550) Identical to gb_U12536 3-methylcrotonyl-CoA 
carboxylase precursor protein from Arabidopsis thaliana. 
ESTs gb_H35836, gb_AA651295 and gb_AA721862 come from this 
gene 

Seq. No. 273528 

Contig ID 44125_1 . RlOll 

5 '-most EST LIB143-015-Q1-E1-H8 

Method BLASTX 

NCBI GI gl575709 

BLAST score 221 

E value 9,0e-18 

Match length 76 

% identity 46 

NCBI Description (U70479) no arches [Danio rerio] 

Seq. No, 273529 
Contig ID 44129_1 . RlOll 

5'-most EST fwa700100013 . hi 

Seq. No. 273530 

Contig ID 44130^1 . RlOll 

5'-most EST tzu700203456 . hi 

Method BLASTN 

NCBI GI g517492 

BLAST score 51 

E value l.Oe-19 

Match length 248 

% identity 7 8 

NCBI Description Z.Mays Zm38 gene, intron 

Seq. No. 273531 
Contig ID 44140^1 . RlOll 

5 '-most EST uwc700150827 .hi 

Method BLASTX 
NCBI GI g3080402 
BLAST score 545 
E value 8.0e-56 
Match length 17 6 

% identity 64 

NCBI Description (AL022603) putative NADPH quinone oxidoreductase 

[Arabidopsis thaliana] >gi_44 552 66_erab_CAB36802 . 1_ 
(AL035527) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] 

Seq. No. 273532 

Contig ID 44152_1 . RlOll 

5 '-most EST LIB143-016-Q1-E1-C5 

Method BLASTX 

NCBI GI g2980806 

BLAST score 37 6 

E value 7.0e-36 

Match length 132 

% identity 58 

NCBI Description (AL022197) putative protein [Arabidopsis thaliana] 



Match length 

% identity 

NCBI Description 



38111 



Seq. No, 
Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273533 

44156_1.R1011 
LIB3136-046-Q1-K1-B12 

273534 

44162_2.R1011 
pmx700085778.hl 

273535 

44163^1. RlOll 

uC-2mflmol7221a04bl 

BLASTX 

g4056425 

688 

2.0e-72 
158 
77 

(AC005322; 
from this 



ESTs gb_H36249, gb_AA59732 and gb_AA651219 come 
gene. [Arabidopsis thaliana] 



273536 

44165_1.R1011 

LIB143-016-Q1-E1-E11 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
273537 

44172_1.R1011 

uwc700150622.hl 

BLASTX 

gl865677 

510 

2.0e-51 

215 
51 

(Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 

273538 

44175_1.R1011 

uC-zmflMol7 007f02bl 

BLASTX 

g3023651 

215 

5.0e-17 

112 
39 

D-LACTATE DEHYDROGENASE [CYTOCHROME] PRECURSOR (D-LACTATE 
FERRICYTOCHROME C OXIDOREDUCTASE) (D-LCR) 

>gi_1076962_pir S51528 D-lactate dehydrogenase 

(cytochrome) (EC 1.1.2.4) - yeast (Kluyveromyces marxianus 



38112 



var. lactis) >gi_602029_emb_CAA50635_ (X71628) D-lactate 
dehydrogenase (cytochrome) [Kluyveromyces lactis]. 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273539 

44175_2.R1011 
uC-zmflMol7084a02bl 

273540 

44195_1.R1011 

clt700041569.fl 

BLASTX 

g2119076 

183 

7.0e-25 

105 

59 

ribosomal protein SIO 



potato mitochondrion 



273541 

44202_1.R1011 

LIB143-017-Q1-E1-A2 

BLASTX 

g2920839 

457 

l.Oe-45 

115 

73 

(U95136) 0S-FIERG2 gene product [Oryza sativa] 
273542 

44210^1. RlOll 
LIB143-017-Q1-E1-A6 

273543 

44230_1.R1011 

LIB3067-009-Ql-Kl~D2 

BLASTX 

g3915095 

1754 

O.Oe+00 

474 

74 

TRANS-CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_1526537_dbj_BAA13414_ (D87520) cytochrome P450 
(CYP73A14) [Glycyrrhiza echinata] 

273544 

44230_2.R1011 

uC-zmflmol7126d02bl 

BLASTX 

g3915111 

385 

5.0e-37 

102 
75 

TRANS-CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 



38113 




4 -HYDROXYLASE) {CA4H) {P450C4H) (CYTOCHROME P450 73) 
>gi_10448 68_ernb_CAA63172_ {X92437) cinnamic acid 
4-hydroxylase [Glycine max] 



Seq, No* 273545 

Contig ID 44230_3 .RlOll 

5 '-most EST uC-zmrob73024g06al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273546 

44230_6. RlOll 

wty700164388.hl 

BLASTN 

g3819564 

43 

5.0e-15 
90 



00 

Hordeum vulgare genomic DNA fragment; clone MWG2112.uni 
273547 

44269_1. RlOll 

LIB143-017-Q1-E1-G7 

BLASTX 

g2766452 

506 

4.0e-51 

171 

53 

{AF029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 
273548 

44272_1. RlOll 

LIB143-017-Q1-E1-H1 

BLASTX 

g3769671 

465 

l.Oe-46 

126 

70 

(AF095284) Tic22 [Pisum sativum] 
273549 

44276_1. RlOll 

LIB143-017-Q1-E1-H3 

BLASTX 

g4454481 

197 

l.Oe-23 

213 

44 

(AC006234) unknown protein [Arabidopsis thaliana] 
>gi_4512647_gb_AAD21702.1_ (AC007048) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 273550 

Contig ID 44276_2 . RlOll 

5 '-most EST LIB83-016-Q1-E1-D6 



38114 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4049350 

503 

l.Oe-50 

187 
50 

(AL034567) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273551 

44277_1.R1011 
uC-zmflb73092gl2b2 

273552 

44284_1.R1011 

LIB143-018-Q1-E1-A10 

BLASTX 

g401237 

1111 

l,0e-122 

242 

86 

UBIQUITIN-ACTIVATING ENZYME El 2 >gi_1706B4 (M90663) 
ubiquitin activating enyme [Triticum aestivum] 

273553 

44297_3,R1011 
fdz701158645.hl 

273554 

44297_4.R1011 
zuv700355964.hl 

273555 

44300_1.R1011 

LIB143-018-Q1-E1-F1 

BLASTX 

g4468798 

725 

2.0e-80 

159 

91 

{AJ010440) GST7 protein [Zea mays] 
273556 

44301_1.R1011 

LIB143-018-Q1-E1-B6 

BLASTX 

g3831463 

224 

2.0e-18 

60 

65 

(AC005700) unknown protein [Arabidopsis thaliana] 
273557 

44313_1.R1011 
uC-zmflb73069a06bl 



38115 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056615 

1048 

l.Oe-114 

262 
75 

{AF067401) 



Sell protein [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



273558 

44319_1.R1011 
uC-zmroteosinte016d02bl 
BLASTX 
g4512702 
1365 

l.Oe-151 
335 
73 

{AC006569) hypothetical protein [Arabidopsis thaliana] 
273559 

44326_1.R1011 
LIB84-006-Q1-E1-E11 

273560 

44330_1.R1011 
LIB143-035-Q1-E1-C5 
BLASTX 
g464986 
495 

4.0e-50 
113 

80 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2,19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ {Z1499G) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_C7\A51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4 4 55355_emb_CAB367 65,l_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

273561 

44338_1,R1011 

LIB3067-045-Q1-K1-B5 

BLASTX 

g3264767 

265 

l.Oe-22 

66 
73 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
273562 

44347 l.RlOll 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



38116 



5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7259f03bl 
273563 

44361_1.R1011 
uC-zmflb73144c05bl 

273564 

44362_1.R1011 

LIB143-018-Q1-E1-H8 

BLASTX 

g2062167 

151 

l.Oe-09 

61 
54 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



273565 

44363__1.R1011 

LIB3068-022-Q1-K1-F1 

BLASTX 

g2655098 

415 

l.Oe-40 

91 
82 

(AF023472) peptide transporter [Hordeum vulgare] 
273566 

44363_3.R1011 
uC-zmflmol7033a07al 

273567 

44375_1.R1011 

yyf700349334 .hi 

BLASTX 

g4538905 

732 

l.Oe-77 

188 

71 

(AL049482) putative protein [Arabidopsis thaliana] 
273568 

44381_1.R1011 

uC-zmflm017025f01bl 

BLASTX 

gl617274 

784 

l,0e-83 

206 
67 

(Z72152) AMP-binding protein [Brassica napus] 
273569 

44385 l.RlOll 



38117 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB143-019-Q1-E1-C10 

BLASTX 

g3236240 

158 

l.Oe-10 
47 
68 

{AC004684) 



unknown protein [Arabidopsis thaliana] 



273570 

44403_1.R1011 

uC-2mroteosinte014f 12bl 

BLASTX 

g2288999 

820 

8.0e-88 

187 
74 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273571 

44409_1.R1011 
uC-zmflb73091g01b2 

273572 

44409_2.R1011 

uC-zmflmol7330g07bl 

BLASTX 

g4185133 

152 

l.Oe-09 

89 
43 

{AC005724) putative zinc finger protein [Arabidopsis 
thaliana] 

273573 

44417_2.R1011 
LIB143-019-Q1-E1-E8 

273574 

44418_1.R1011 

LIB143-019-Q1-E1-E9 

BLASTX 

gl418331 

370 

7.0e-39 

186 
52 

(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273575 

44420_1.R1011 
LIB143-021-Q1-E1-D8 



38118 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273576 

44426_1.R1011 

tfd700572740.hl 

BLASTX 

g282995 

566 

3.0e-58 

183 
67 

seed protein B32E - barley (fragment) 

>gi_1345530_emb_CAA45538_ (X64254) B32E [Hordeum vulgare] 



Seq. No* 

Contig ID 
5 '-most EST 



273577 

44428^1. RlOll 
LIB143-019-Q1-E1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273578 

44445_1.R1011 

ntr700073961.hl 

BLASTX 

gll71937 

821 

5.0e-88 

216 

72 

OXALATE OXIDASE PRECURSOR (GERMIN) 
germin subunit [Hordeum vulgare] 



>gi__516871 (U01963) 



Seq. No. 
Contig ID 
5 '-most EST 



273579 

44447__1.R1011 
LIB143-019-Q1-E1-H6 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273580 

44448__1.R1011 

uC-zmflmol7240d03bl 

BLASTX 

gl346487 

1003 

l.Oe-109 

264 

84 

MALATE SYNTHASE, GLYOXYSOMAL >gi_532625 (L35914) malate 
synthase [Zea mays] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273581 

44448_2.R1011 

uC-zmflb73416al0al 

BLASTX 

gl346487 

272 

8.0e-24 

50 

100 

MALATE SYNTHASE, GLYOXYSOMAL >gi_532625 
synthase [Zea mays] 



{L35914) malate 



Seq. No. 



273582 



38119 



® 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

^CBI Description 



44449_2.R1011 

uC-2inflmol7327d03bl 

BLASTX 

g4104929 

265 

5.0e-23 

87 
61 

(AF042195) auxin response factor 7 [Arabidopsis thaliana] 



Seq- No, 
Contig ID 
5 '-most EST 



273583 

44451_1.R1011 
rvl700456119.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273584 

44451^2, RlOll 
LIB143-058-Q1-E1-G5 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273585 

44458^1. RlOll 

uC-2mflb73040c09bl 

BLASTX 

g3875381 

175 

3.0e-12 

140 
34 

(Z47808) cDNA EST EMBL:C10289 comes from this gene; cDNA 
EST EMBL:C11909 comes from this gene [Caenorhabditis 
elegans] >gi_387 6933_emb_CAA87783_ (Z47809) cDNA EST 
EMBL:C10289 comes from this gene; cDNA EST EMBL:C11909 
comes from this gene [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



273586 

44459_1.R1011 
uC-2mroB73017b03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



273587 

44489_1.R1011 

LIB14 3-020-Q1-E1-D6 

BLASTX 

g2144271 

594 

9.0e-62 

133 
84 

trans-cinnamate 4-monooxygenase (EC 1.14.13.11) C 
kitakamiensis (fragment) >gi_1777372 dbj_BAAll578_ 



- Populus 
(D82814) 



cinnamic acid 4-hydroxylase [Populus kitakamiensis] 
273588 

44495_1.R1011 

uC-2mflb73026c05bl 

BLASTX 

g3033386 

308 

9.0e-28 



38120 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 
43 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
273589 

44495_2.R1011 

LIB143-020-Q1-E1-E2 

BLASTX 

g3033386 

325 

4.0e-30 

153 
46 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
273590 

44497_1.R1011 

uC-zmflmol7 301gl0bl 

BLASTN 

g3821780 

35 

8.0e-10 

35 

100 

Xenopus laevis cDNA clone 27A6-1 
273591 

44507_1.R1011 

uC-zmflMol7 065f03bl 

BLASTX 

g4206197 

962 

l.Oe-104 

221 

43 

(AF071527) putative pre-mRNA splicing factor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273592 

44522_1.R1011 
dyk700104707.hl 

273593 

44530_1.R1011 

uC-zmflb73193g01al 

BLASTX 

g2982362 

421 

3.0e-41 

84 

89 

(AF053311) glutathione peroxidase [Zantedeschia aethiopica] 
273594 

44532_1.R1011 
wen700332025.hl 



38121 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



273595 

44534_1.R1011 
pmx700091760.hl 

273596 

44545_1.R1011 
LIB3069-035-Q1-K1-B12 

273597 

44548_1.R1011 

xjt700096724,hl 

BLASTX 

g4539009 

784 

2.0e-83 

446 

40 

(AL049481) putative protein [Arabidopsis thaliana] 
273598 

44556_1.R1011 

LIB143-021-Q1-E1-C10 

BLASTX 

gl421730 

522 

2,0e-53 

128 

75 

(U43082) RF2 [Zea mays] 
273599 

44558_1.R1011 
LIB148-032-Q1-E1-D6 

273600 

44568__1.R1011 
LIB143-021-Q1-E1-D12 

273601 

44578_1.R1011 

LIB3059-016-Q1-K1-A12 

BLASTX 

g633890 

854 

l.Oe-104 

259 
78 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 

273602 

44582_2.R1011 

LIB143-021-Q1-E1-E9 

BLASTX 

g2668744 

438 

2.0e-43 



38122 



# 



Match length 86 
% identity 90 

NCBI Description (AF034946) ubiquitin conjugating enzyme [Zea maysj 

Seq. No. 273603 

Contig ID 44582^3 . RlOll 

5'-most EST hvj 700619734 . hi 

Method BLASTX 

NCBI GI g2668744 

BLAST score 320 

E value 9.0e-30 

Match length 66 

% identity 8 6 

NCBI Description (AF034946) ubiquitin conjugating enzyme [Zea maysj 

Seq. No. 273604 
Contig ID 44588_1 . RlOll 

5' -most EST cyk70004 9629 . f 1 

273605 

44590_1. RlOll 
pwr700450256.hl 
BLASTX 
g4467145 
339 

2.0e-31 
151 
48 

(AL035540) farnesylated protein (ATFP6) [Arabidopsis 
thaliana] 

Seq. No. 273606 

Contig ID 44590_2 . RlOll 

5 '-most EST uC-zmroteosinte057h04bl 

Method BLASTX 

NCBI GI g4467145 

BLAST score 34 9 

E value 2.0e-33 

Match length 139 

% identity 53 , . ^ . 

NCBI Description {AL035540) farnesylated protein {ATFP6) [Arabidopsis 
thaliana] 

Seq, No. 273607 

Contig ID 44590__3 . RlOll 

5 '-most EST pwr700449763 .h2 

Method BLASTX 

NCBI GI g4467145 

BLAST score 196 

E value 3.0e-25 

Match length 119 

% identity 54 . , . 

NCBI Description (AL035540) farnesylated protein (ATFP6) [Arabidopsis 
thaliana] 

Seq. No. 273608 
Contig ID 44601_1 . RlOll 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38123 



5 '-most EST 



LIB143-021-Q1-E1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



273609 

44602_1.R1011 

uC-zmflmol7185a02bl 

BLASTX 

g3426039 

449 

l.Oe-44 

138 
64 

(AC005168) unknown protein [Arabidopsis thaliana] 
273610 

44612_1.R1011 
uC-zmflmol7304b06al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



273611 

44636_1.R1011 
ceu700427919.hl 

273612 

44640_1.R1011 

xjt700095203.hl 

BLASTX 

g20202 

879 

9.0e-95 

192 
78 

(X56063) chitinase [Oryza sativa] 
273613 

44640_2.R1011 

LIB3068-034-Q1-K1-B2 

BLASTX 

g500615 

863 

6.0e-93 

179 

83 

(D16221) endochitinase [Oryza sativa] 
273614 

44648_1.R1011 

LIB143-022-Q1-E1-D7 

BLASTX 

g2622601 

159 

2.0e-10 

126 

16 

{AE000909) serine/threonine protein kinase related protein 
[Methanobacterium thermoautotrophicum] 

273615 

44671 l.RlOll 



38124 



5 '-most EST 



LIB143-022-Q1-E1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



273616 

44671_2.R1011 

pmx700087248.hl 

BLASTX 

g4508069 

954 

l.Oe-103 

349 

50 

(AC005882) 12246 [Arabidopsis thaliana] 
273617 

44673_1.R1011 

LIB143-063-Q1-E1-F1 

BLASTX 

g2342686 

298 

6.0e-27 
91 

64 

(AC000106) Similar to Saccharomyces hypothetical protein 
YDR051C (gb_Z49209) . ESTs gb_T44436, gb_42252 come from this 
gene. [Arabidopsis thaliana] 

273618 

44679_1.R1011 

LIB143-022-Q1-E1-G4 

BLASTX 

g3056591 

365 

l.Oe-34 

142 

51 

(AC004255) T1F9.12 [Arabidopsis thaliana] 
273619 

44690_1.R1011 
LIB143-022-Q1-E1-H4 



Seq. No. 

Contig ID 
5 '-most EST 



273620 

44693__1.R1011 
LIB143-022-Q1-E1-H7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273621 

44694_1.R1011 

dyk700104677.hl 

BLASTX 

gll70092 

546 

6.0e-56 

156 

65 

GLUTATHIONE 
>gi__1076807 



S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 

pir S52037 glutathione transferase (EC 



2.5.1.18) 27K chain - maize >gi_529015 (U12679) glutathione 



38125 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S-transferase IV [Zea mays] >gi_69578 9_emb_CAA56047_ 
(X79515) glutathione transferase [Zea mays] 

>gi_10 94 866_prf 210 6424A glutathione 

S-transferase :ISOTYPE=IV [Zea mays] 

273622 

44694_2.R1011 

hvj700621757.hl 

BLASTX 

gll70092 

195 

3.0e-15 

72 

56 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 
>gi 1076807 pir S52037 glutathione transferase (EC 
2.571.18) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transferase IV [Zea mays] >gi_6957 89_emb_CAA56047_ 
(X79515) glutathione transferase [Zea mays] 

>gi__l 0948 6 6_pr f 2 1 0 64 2 4 A glutathione 

S-transferase: ISOTYPE=IV [Zea mays] 

273623 

44696_1.R1011 

LIB143-027-Q1-E1-C5 

BLASTN 

g4185305 

82 

4.0e-38 
173 

89 . 
Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
{sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

273624 

44704_1.R1011 
uC-zmrob73061a07al 

273625 

44707_1.R1011 

LIB143-023-Q1-E1-B2 

BLASTX 

gll3497 

287 

9.0e-26 

75 

69 

ALPHA-GALACTOSIDASE PRECURSOR (MELIBIASE) 
(ALPHA-D-GALACTOSIDE GALACTOHYDROLASE ) 

>gi 99880 pir S07472 alpha-galactosidase (EC 3.2.1.22) 

precursor"- guar >gi_18292_emb__CAA327 72_ {X14619) 
alpha-galactosidase preproprotein [Cyamopsis tetragonoloba] 



Seq. No. 

Contig ID 



273626 

44709 l.RlOll 



38126 





5 '-most EST 


pmx700087586.hl 




Seq. No* 


273627 




Contig ID 


44709 2.R1011 




5 '-most EST 


xyt700344989.hl 




Seq. No. 


273628 




Contig ID 


44715 l.RlOll 




5 '-most EST 


pmx700086623.hl 




Method 


BLASTX 




NCBI GI 






BLAST score 


1436 




E value 


l.Oe-160 




Match length 


352 




% identity 


76 




NCBI Description 


(AF005237) old-yellow-enzyme homolog [Cath 




Seq. No. 


273629 




Contig ID 


44724 l.RlOll 




5 '-most EST 


vux700157968.hl 




Method 


BLASTX 




NCBI GI 


g3582781 




BLAST score 


262 




E value 


l.Oe-22 




Match length 


57 




% identity 


88 




NCBI Description 


(AF056283) peroxisomal targeting sequence 


E 


[Nicotiana tabacum] 


£2 


Seq. No. 


273630 




Contig ID 


44734 l.RlOll 




5 '-most EST 


LIB84-012-Q1-E12-A3 




Method 


BLASTX 




NCBI GI 


gl773014 




BLAST score 


811 




E value 


8.0e-87 




Match length 


245 




% identity 


68 

{Y10338) chloride channel Stclcl [Solanum 




NCBI Description 




Seq. No. 


273631 




Contig ID 


44738 l.RlOll 




5 '-most EST 


ceu700430674.hl 




Method 


BLASTX 




NCBI GI 


g^yilU / 3 




BLAST score 


462 




E value 


4,0e-46 




Match length 


127 




% identity 


66 




NCBI Description 


(AL021960) putative protein [Arabidopsis ■ 




Seq. No. 


273632 




Contig ID 


44751 l.RlOll 




5 '-most EST 


wyr700242966.hl 




Method 


BLASTX 




NCBI GI 


g4538967 




BLAST score 


751 



1 receptor 



38127 



E value 
Match length 
% identity 
NCBI Description 



2.0e-79 

214 

70 

(AL049488) major intrinsic protein (MlP)-like [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273633 

44751__3.R1011 
LIB3067-017-Q1-K1-B11 

273634 

44751_4.R1011 

fC-zmfl700352012al 

BLASTX 

g4538967 

351 

3.0e-33 

105 

70 

{AL049488) major intrinsic protein (MIP) -like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



273635 

44753_1.R1011 
qmh700028417.fl 

273636 

44761_1.R1011 
LIB3060-008-Q1-K1-F5 

273637 

44763__1.R1011 

hbs701183613.hl 

BLASTX 

g2979549 

494 

8.0e-50 

174 
55 

(AC003680) putative 7-ethoxycoumarin 0-deethylase 
[Arabidopsis thaliana] 

273638 

44785_1.R1011 

uC-zmroteosinte064hl2bl 

BLASTX 

g3024756 

482 

5.0e-48 

346 

33 

TYPE II DNA TOPOISOMERASE VI SUBUNIT B 
>gi_1926403_emb__CAA71604_ (Y10582) type II DNA 
topoisomerase subunit B [Sulfolobus shibatae] 

273639 

44791 l.RlOll 



38128 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7017gl2bl 

BLASTX 

g2980770 

433 

l.Oe-42 

153 
57 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
273640 

44791_3.R1011 

uC-zmflb73028d05bl 

BLASTX 

g2980770 

155 

3.0e-20 

107 

50 

{AL022198) putative protein kinase [Arabidopsis thaliana] 
273641 

44798_1.R1011 

LIB143-024-Q1-E1-B5 

BLASTX 

g4220514 

166 

l.Oe-12 

70 
56 

(AL035356) putative protein [Arabidopsis thaliana] 
273642 

44800__1.R1011 

wty700168159.hl 

BLASTX 

gl488297 

726 

l.Oe-76 

287 
56 

(U63530) OSRAD23 [Oryza sativa] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273643 

44800_2.R1011 

uC-zmflmol7309h05bl 

BLASTX 

gl488297 

430 

2.0e-42 

156 

59 

(U63530) 0SRAD23 [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 



273644 

44800_3.R1011 
hbs701184495.hl 



38129 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273645 

44802_1.R1011 

LIB143-024-Q1-E1-B9 

BLASTN 

g2224809 

38 

l.Oe-11 

42 
98 

Hordeum vulgare gene encoding cysteine proteinase 
273646 

44830_1.R1011 

xjt700094387.hl 

BLASTX 

g2583123 

952 

l.Oe-103 

241 

72 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273647 

44838_1.R1011 

ymt700223347.hl 

BLASTX 

g2880043 

237 

l.Oe-19 

109 

45 

(AC00234 0) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273648 

44842_1.R1011 
cjh700195696.hl 



Seq. No. 

Contig ID 
5 '-most EST 



273649 

44842_2.R1011 
LIB3059-030-Q1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 



273650 

44850_1.R1011 
LIB143-024-Q1-E1-G11 



Seq. No. 

Contig ID 
5 '-most EST 



273651 

44858_1.R1011 
LIB143-024-Q1-E1-G9 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



273652 

44861_1.R1011 

LIB143-024-Q1-E1-H11 

BLASTX 

g3522957 

553 



38130 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-56 

175 
64 

(AC004411) unknown protein [Arabidopsis thaliana] 
273653 

44885_1.R1011 

uC-zmflb73060dllbl 

BLASTX 

g2827537 

689 

2.0e-72 

253 
55 

(AL021633) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273654 

44891_1.R1011 
uC-zmroteosinte084f Olbl 

273655 

44895_1.R1011 

LIB143-039-Q1-E1-A12 

BLASTX 

g453670 

540 

2.0e-55 

107 

100 

(L28712) heat shock protein 26 [Zea mays] 

>gi 227776 prf 1710350A heat shock protein 26 [Zea mays] 



Seq. No. 


273656 


Contig ID 


44896 l.RlOll 


5 '-most EST 


LIB143-025-Q1- 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


3.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevi 


Seq. No. 


273657 


Contig ID 


44901 l.RlOll 


5 '-most EST 


tfd700574835. 


Seq. No. 


273658 


Contig ID 


44922 l.RlOll 


5 '-most EST 


LIB143-025-Q1 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


348 


E value 


3.0e-32 


Match length 


144 


% identity 


42 



38131 



NCBI Description 



(AF026538) ABA-responsive protein [Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273659 

44926_1.R1011 

cat700019805.rl 

BLASTX 

g3763849 

410 

9.0e-40 

97 

88 

(AB018377) early nodulin [Oryza sativa] 
273660 

44933_1.R1011 
yyf700347474.hl 

273661 

44941_1.R1011 

fwa700098236.hl 

BLASTX 

g4371292 

416 

5.0e-40 

276 

34 

(AC006260) unknown protein [Arabidopsis thaliana] 
273662 

44958_1.R1011 
LIB143-026-Q1-E1-A11 

273663 

44964^1. RlOll 
xsy700212912.hl 

273664 

44968__1.R1011 
yyf700351483.hl 

273665 

44971_1.R1011 

LIB3061-053-Q1-K1-B4 

BLASTX 

g4455169 

1110 

l.Oe-121 

471 

48 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273666 

44972_1.R1011 
uC-zmflmol7072f09bl 



Seq. No. 



273667 



38132 



Contig ID 
5 '-most EST 



44973_1.R1011 
LIB143-026-Q1-E1-B4 



Seq. No, 
Contig ID 
5 '-most EST 



273668 

44973_2.R1011 
uwc700152315.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273669 

45013_1.R1011 
uC-zmflb73159dl0b2 

273670 

45037_1.R1011 

yyf700349895.hl 

BLASTX 

g4587681 

366 

7.0e-35 

92 
73 

(AC007197) hypothetical protein [Arabidopsis thaliana] 
273671 

45045_1.R1011 
xdg700405259.hl 

273672 

45074_1.R1011 
uC-zmflmol7155cl2bl 

273673 

45076_1.R1011 
LIB143-044-Q1-E1-F5 

273674 

45086_1.R1011 

LIB14 3-038-Q1-E1-G10 

BLASTX 

g4586049 

707 

3.0e-74 

346 

42 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
273675 

45087_1.R1011 

fwa700099956.hl 

BLASTX 

g2911052 

935 

l.Oe-101 

262 

69 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 



273676 



38133 



® 



Contig ID 


45091 l.RlOll 


5 '-most EST 


uC-zmflb73158d09b2 


Method 


BLASTX 


NCBI GI 


g2384758 


BLAST score 


1050 


E value 


l.Oe-122 


Match length 


241 


% identity 


92 


NCBI Description 


(AF016896) GDP dissociation inhibitor protein OsGDIl 




sativa] 


Seq, No. 


273677 


Contig ID 


45093 l.RlOll 


5 '-most EST 


uC-zmrob73080f06bl 


Method 


BLASTX 


NCBI GI 


g4586244 


BLAST score 


897 


E value 


2.0e-96 


Match length 


538 


% identity 


39 


NCBI Description 


(AL049640) putative protein [Arabidopsis thaliana] 


Seq. No. 


273678 


Contig ID 


45098 l.RlOll 


5 '-most EST 


ymt700219006.hl 


Method 


BLASTX 


NCBI GI 


g4566505 


BLAST score 


973 


E value 


l.Oe-106 


Match length 


211 


% identity 


85 


NCBI Description 


(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 




[Hordeum vulgare] 


Seq. No. 


273679 


Contig ID 


45098 2. RICH 


5 '-most EST 


wty700164293.hl 


Method 


BLASTX 


NCBI GI 


g4566505 


BLAST score 


340 


E value 


2.0e-40 


Match length 


115 


% identity 


77 


NCBI Description 


(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 




[Hordeum vulgare] 


Seq. No. 


273680 


Contig ID 


45107 l.RlOll 


5 '-most EST 


LIB148-041-Q1-E1-F4 


Method 


BLASTX 


NCBI GI 


g4337196 


BLAST score 


1019 


E value 


l.Oe-111 


Match length 


255 



% identity 

NCBI Description 



76 

{AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 



38134 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273681 

45107_2.R1011 

LIB3066-053-Q1-K1-B2 

BLASTX 

g4337196 

724 

2.0e-76 

290 

51 

{AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273682 

45108_1.R1011 

uC-zmroteosinte023f01b2 

BLASTX 

g3790677 

277 

5. Oe-24 

285 

28 

(AF099002) similar to human 5 ' -nucleotidase 
[Caenorhabditis elegans] 



(SW:P49902) 



Seq. No. 

Contig ID 
5 '-most EST 



273683 

45109_1,R1011 
LIB189-008-Q1-E1-G12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273684 

45111_1.R1011 

LIB3060-032-Q1-K1-F7 

BLASTX 

g4455261 

518 

8.0e-53 

116 

78 

{AL035353) protein kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273685 

45114_1.R1011 
LIB143-028-Q1-E1-A7 



Seq. No. 
Conticf ID 
5 '-most EST 



273686 

45116_1.R1011 
xsy700213896.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273687 

45122_1.R1011 
uC-zmflb73182gl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



273688 

45127_1.R1011 
LIB143-063-Q1-E1-F4 



38135 





Seq. No. 


273689 




Contig ID 


45130 l.RlOll 




5 '-most EST 


wty700170504.hl 




Method 


BLASTX 




NCBI GI 


goo o 1 y / o 




BLAST score 


997 




E value 


l.Oe-108 




Match length 


311 




% identity 






NCBI Description 


{Y11348) annexin-like protein [M 




Seq, No. 


273690 




Contig ID 


45133 l.RlOll 




5 '-most EST 


LIB143-028-Q1-E1-C6 




Seq. No. 


273691 




Contig ID 


45145 l.RlOll 




5 '-most EST 


xsy700214966.hl 




Method 


BLASTX 




NCBI GI 


g J / 4 / Uz b 




BLAST score 


216 




E value 


5.0e-17 


.,£! 


Match length 


78 




% identity 


46 


"""" 


NCBI Description 


{AF093244) import protein Tim9p 


p 


Seq. No. 


273692 


Si 


Contig ID 


45154 l.RlOll 




5 '-most EST 


LIB3069-044-Q1-K1-D11 


n 


Method 


BLASTX 




NCBI GI 


g465514 




BLAST score 


165 




E value 


2.0e-ll 




Match length 


90 




% identity 


44 




NCBI Description 


HYPOTHETICAL 47.4 KD PROTEIN IN 



>gi_542308__pir S39833 hypothetical protein YBL055c - yeast 

( Saccharomyces cere vi s iae ) >gi_3 1374 3_emb_CAA8 0 7 92__ 
(Z23261) YBL0511 [Saccharomyces cerevisiae] 
>gi_536084_emb__CAA84875_ (Z35816) ORF YBL055c 
[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273693 

45161_1.R1011 

ntr700071884.hl 

BLASTN 

gl532070 

385 

O.Oe+00 

786 

88 

Z.mays grp3 mRNA for glycine-rich protein 



Seq. No. 

Contig ID 
5 '-most EST 



273694 

45162_1.R1011 
LIB143-028-Q1-E1-G1 



38136 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273695 

45163_1.R1011 
LIB143-028-Q1-E1-G10 

273696 

45167_1.R1011 

LIB143-028-Q1-E1-G4 

BLASTX 

gl244566 

1170 

l.Oe-133 

297 

82 

(U39321) acetyl-CoA carboxylase [Triticum aestivum] 

>gi_1588584_prf 2208491A Ac-CoA carboxylase [Triticum 

aestivum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273697 

45168_1.R1011 

cat700020274.rl 

BLASTX 

g3426048 

523 

3.0e-53 

167 

65 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

273698 

45169_1.R1011 
tzu700206160.hl 

273699 

45174_1.R1011 

LIB3069-055-Q1-K1-B11 

BLASTX 

g3819164 

272 

7.0e-24 

103 
55 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273700 

45177_1.R1011 

uwc700150552.hl 

BLASTX 

g2828290 

386 

3.0e-37 

121 

62 

(AL021687) ankyrin-like protein [Arabidopsis thaliana] 



Seq, No. 



273701 



38137 



Contig ID 


45177 2.R1011 


5 '-most EST 


wty700172171.hl 


Method 


BLASTX 


NCBI GI 




BLAST score 


184 


E value 


5.0e-14 


Match length 


60 


% identity 


62 


NCBI Description 


(AL021687) ankyrin-1: 


Seq. No. 


273702 


Contig ID 


45181 2.R1011 


5 '-most EST 


uC-zmflb73052c04bl 


Seq. No. 


273703 


Contig ID 


45187 l.RlOll 


5 '-most EST 


LIB143-029-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g2145356 


BLAST score 


256 


E value 


4.0e-22 


Match length 


100 


% identity 


52 


NCBI Description 


{Y11122) HD-Zip prot 




(AC003096) homeobox ] 


Seq. No. 


273704 


Contig ID 


45193 l.RlOll 


5 '-most EST 


pmx700091354.hl 


Seq. No. 


273705 


Contig ID 


45193 2.R1011 


5 '-most EST 


ceu700430253.hl 


Seq. No. 


273706 


Contig ID 


45193 3.R1011 


5 '-most EST 


wyr700241501.hl 


Seq. No. 


273707 


Contig ID 


45202 l.RlOll 


5 '-most EST 


LIB143-029-Q1-E1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273708 

45204_1.R1011 

uC- zmf Imo 17071g07bl 

BLASTX 

g2315451 

271 

3.0e-23 

175 

28 

(AF016448) No definition line found [Caenorhabditis 
elegans] 



Seq. No. 

Contig ID 
5 '-most EST 



273709 

45204_2 .RlOll 
uC-zmflb73051b08bl 



38138 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2315451 

173 

5,0e-12 

220 

21 

(AF016448) 
elegans] 



No definition line found [Caenorhabditis 



273710 

45205^1. RICH 
LIB3067-031-Q1-K1-C10 



Seq. No. 

Contig ID 
5 '-most EST 



273711 

45222_1.R1011 
LIB143-029-Q1-E1-E8 



Seq. No. 
Contig ID 
5 '-most EST 



273712 

45226_1.R1011 
LIB143-029-Q1-E1-F11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273713 

45229_1.R1011 

LIB143-055-Q1-E1-G1 

BLASTX 

g2952328 

733 

9.0e-78 

183 
75 

(AF049889) 
sativa] 



1-aminocyclopropane-l-carboxylate oxidase [Oryza 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273714 

45229_3.R1011 

uC-zmflb73264a05bl 

BLASTX 

g2952328 

465 

2.0e-46 

118 

75 

(AF049889) 1-aminocyclopropane-l-carboxylate oxidase [Oryza 
sativa] 

273715 

45236_1.R1011 

uC-zmflb7 3185a05bl 

BLASTX 

gl542941 

778 

l.Oe-82 

237 

65 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 



Seq. No. 



273716 



38139 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45242_1.R1011 

LIB143-042-Q1-E1-D8 

BLASTX 

gl68467 

523 

5.0e-53 

113 

96 

(M90554) late embryogenesis abundant protein [Zea mays] 
>gi_445606_prf 1909353A Emb5 gene [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273717 

45246_1,R1011 

LIB143-029-Q1-E1-H4 

BLASTX 

gl362162 

489 

8.0e-73 

196 
67 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



273718 

45252_1.R1011 
LIB3062-053-Q1-K1-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273719 

45268_1.R1011 

gct701169002.hl 

BLASTX 

g3023956 

222 

4.0e-18 

80 
6 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 >gi_607003 
{L28125) beta transducin-like protein [Podospora anserina] 



Seq. No. 

Contig ID 
5 '-most EST 



273720 

45273^1. RICH 
LIB14 3-030-Q1-E1-C3 



Seq. No. 
Contig ID 
5 '-most EST 



273721 

45297_1.R1011 
LIB3061-001-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



273722 

45300_1.R1011 
LIB143-030-Q1-E1-G4 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



273723 

45303_1.R1011 

xjt700096317.hl 

BLASTX 

gl362162 

182 



38140 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-13 

44 

77 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 

273724 

45309_1.R1011 

LIB3067-043-Q1-K1-H5 

BLASTX 

g82114 

179 

5.0e-13 

66 

55 

wound-induced protein - tomato (fragment) 
>gi_19320_emb_CAA42537_ {X59882) wound induced protein 
[Lycopersicon esculentum] 

273725 

45315_1.R1011 

gwl700614064.hl 

BLASTX 

g4580456 

277 

4.0e-24 

172 
37 

(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273726 

45323_1.R1011 

LIB18 9-024-Q1-E1-D3 

BLASTX 

g3882355 

309 

2.0e-33 

96 
77 

(U92460) 
thaliana] 



12-oxophytodienoate reductase OPRl [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273727 

45323_2.R1011 

qmh700029505,fl 

BLASTX 

g3882356 

325 

2.0e-30 

82 

73 

(U92460) 12-oxophytodienoate reductase 0PR2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273728 

45336_1.R1011 
xjt700093329.hl 



38141 



# 



Seq. No. 


273729 


Contig ID 


45338 l.RlOll 


5 '-most EST 


LIB143-031-Q1-E1-B9 


Seq. No. 


273730 


Contig ID 


45338 2.R1011 


5 '-most EST 


gct701178249.hl 


Seq. No. 


273731 


Contig ID 


45339 l.RlOll 


5* -most EST 


LIB143-031-Q1-E1-C1 


Seq. No. 


273732 


Contig ID 


45342 l.RlOll 


5 '-most EST 


uC-zmflmol7158b02bl 


Method 


BLASTX 


NCBI GI 


g3445208 


BLAST score 


589 


E value 


5.0e-77 


Match length 


237 


% identity 


63 


NCBI Description 


(AC004786) putative 



[Arabidopsis thaliana] 



Seq. No. 


273733 


Contig ID 


45347 l.RlOll 


5 '-most EST 


LIB143-031-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


g3413712 


BLAST score 


384 


E value 


3.0e-37 


Match length 


103 


% identity 


65 


NCBI Description 


(AC004747) hypothetical protein 


Seq. No. 


273734 


Contig ID 


45352 l.RlOll 


5 '-most EST 


LIB14 3-031-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


gl304227 


BLAST score 


275 


E value 


2.0e-24 


Match length 


98 


% identity 


49 


NCBI Description 


(D63781) Epoxide hydrolase [Gly 




>gi 27 64804_emb_CAA55293__ (X785 




[Glycine max] 


Seq. No. 


273735 


Contig ID 


45354 l.RlOll 


5 '-most EST 


LIB36-016-Q2-E2-C1 


Method 


BLASTX 


NCBI GI 


g4218535 


BLAST score 


243 


E value 


4.0e-20 


Match length 


141 



epoxide hydrolase 



38142 



® 



% identity 


45 


NCBI Description 


(AJ010829) GRABl protein 


Seq. No. 


273736 


Contig ID 


45354 2.R1011 


5 '-most EST 


uC-zmflmol717 4d02bl 


Seq. No. 


273737 


Contig ID 


45354 3.R1011 


5 '-most EST 


szl700184951.hl 


Seq. No. 


273738 


Contig ID 


45354 4.R1011 


5 '-most EST 


wty700172538.hl 


Method 


BLASTX 


NCBI GI 


g4218535 


BLAST score 


322 


E value 


8.0e-30 


Match length 


139 


% identity 


52 


NCBI Description 


(AJ010829) GRABl protein 


Seq. No. 


273739 


Contig ID 


45358 l.RlOll 


5 '-most EST 


LIB143-031-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


g3080390 


BLAST score 


460 


E value 


8,0e-46 


Match length 


121 


% identity 


72 


NCBI Description 


(AL022603) putative prot 


Qpa No 


273740 


Contig ID 


45359 l.RlOll 


5 ' -most EST 


LIB14 3-041-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g3242723 


BLAST score 


253 


E value 


8.0e-22 


Match length 


93 


% identity 


55 


NCBI Description 


(AC003040) putative acet 




thaliana] 


Seq. No. 


273741 


Contig ID 


45360_1.R1011 


5 '-most EST 


uC-zmroteosinte066f 06bl 


Seq. No. 


273742 


Contig ID 


45364 l.RlOll 


5 '-most EST 


LIB143-031-Q1-E1-E7 


Seq. No, 


273743 


Contig ID 


45369 l.RlOll 


5 '-most EST 


LIB3137-041-Q1-K1-B12 



38143 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273744 

45387_1.R1011 

LIB3067-043-Q1-K1-H9 

BLASTX 

g4584520 

362 

2.0e-34 

109 
66 

(AL049607) 
thaliana] 



enoyl-CoA hydratase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



273745 

45387_2.R1011 

xsy700212138.hl 

BLASTX 

g4584520 

477 

7,0e-48 

158 

61 

{AL04 9607) enoyl-CoA hydratase-like protein [Arabidopsis 
thaliana] 

273746 

45406_1.R1011 

LIB3061-028-Q1-K1-B1 

BLASTX 

gll69469 

370 

3.0e-35 

60 

100 

EC PROTEIN HOMOLOG ( ZINC-METALLOTHIONEIN CLASS II) 

>gi_629848_pir S47158 metallothionein II - maize 

>gi_506139 (U10696) Ec metallothionein class II protein 
[Zea mays] >gi_987123_emb_CAA84233_ (Z34469) class II 
metallothionein with homology to wheat Ec [Zea mays] 
>gi_1582362_prf 2118343A metallothionein [Zea mays] 

273747 

45411__1.R1011 
LIB143-032-Q1-E1-B7 



Seq. No. 

Contig ID 
5 '-most EST 



273748 

45414_1.R1011 
uC-zmflmol7258ellbl 



Seq. No. 
Contig ID 
5 '-most EST 



273749 

45414_2.R1011 
LIB143-032-Q1-E1-C3 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



273750 

45415_1.R1011 

uC-zmflb73222el0bl 

BLASTX 

g4097573 



38144 



BLAST score 


150 


E value 


2.0e-09 


Match length 


65 


% identity 


A n 
^ u 


NCBI Description 


(U64 917) GMFP7 [Glycine max] 


Seq. No. 


273751 


^ 4— -1 «■ "T 

Lontig iu 




5 '-most EST 


LIB143-032-Q1-E1-C11 


Seq. No. 


273752 


4- -1 T" FN 

oonuig lu 




5 '-most EST 


LIB3069-04 4-Q1-K1-D10 


Seq. No. 


273753 


Contiig iU 




5 '-most EST 


nbm700477142.hl 


Seq. No. 


273754 


Contig ID 


45420 2.R1011 


5 '-most EST 


LIB3137-017-Q1-K1-G5 


Seq. No. 


273755 


Contig ID 


45422 l.RlOll 


5 '-most EST 


LIB83-001-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


gll73456 


BLAST score 


335 


E value 


6.0e-31 


Match length 


94 


% identity 


61 


NCBI Description 


SMALL NUCLEAR RIBONUCLEOPROl 



D3) 



^ SM D3 (SNRNP CORE PROTEIN 
(SM-D3) >gi_600750 (U15009) Sm D3 [Homo sapiens] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273756 

45423_1.R1011 

uC-zmflmol7 037e07bl 

BLASTX 

g4584957 

363 

l.Oe-34 

107 
73 

(AF077337) heat shock protein 101; 101 kDa heat shock 
protein [Zea mays] 

273757 

45426_1.R1011 

LIB143-033-Q1-E1-D2 

BLASTX 

g4510341 

242 

4 ,0e-20 

167 
40 

(AC006921) unknown protein [Arabidopsis thaliana] 



38145 



Seq. No. 


273758 


Contig ID 


45434 l.RlOll 


5 ' -most EST 


LIB3061-021-Q1-K1-D3 


Seq. No, 


273759 


Contig ID 


45450 l.RlOll 


5^ -most EST 


uC-zmflmol7045al2bl 


Method 


BLASTN 




gz u uz / uo 


BLAST score 


36 


E value 


2.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq, No. 


273760 


Contig ID 


45450 2.R1011 


5 '-most EST 


nbm700470381.hl 


Method 


BLASTX 


NCBI GI 


gio 4 z y 4 1 


BLAST score 


615 


E value 


7.0e-64 


Match length 


161 


% identity 


n c 


NCBI Description 


(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sat 


Seq. No. 


273761 


Contig ID 


45452 l.RlOll 


5 '-most EST 


uC-zmflb73361flla2 


Seq. No. 


273762 


Contig ID 


45453 l.RlOll 


5 '-most EST 


uC-zmflmol7222fl2bl 


Method 


BLASTX 


NCBI GI 


g4 4 00 JU4 


BLAST score 


631 


E value 


2.0e-65 


Match length 


357 


% identity 




NCBI Description 


(AL035528) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


273763 


Contig ID 


45458 l.RlOll 


5 '-most EST 


LIB143-032-Q1-E1-H10 


Seq. No. 


273764 


Contig ID 


45465 l.RlOll 


5 '-most EST 


LIB143-032-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


g4 1UU4 Jo 


BLAST score 


184 


E value 


3.0e-13 


Match length 


54 


% identity 


61 


NCBI Description 


{AF000378) beta-glucosidase [Glycine max] 


Seq. No. 


273765 



38146 



Contig ID 


45476 l.RlOll 


5 '-most EST 


LIB143-033-Q1-E1-A6 


Seq, No. 


273766 


Contig ID 


45484 l.RlOll 


5 '-most EST 


LIB143-033-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


gz cs z y O O / 


BLAST score 


296 


E value 


l.Oe-26 


Match length 


134 


% identity 


4 y 


NCBI Description 


(AC002396) Hypothetic 


Seq. No. 


273767 


Contig ID 


4o4ob l.KlUll 


5 '-most EST 


LIB143-033-Q1-E1-C1 


Seq, No. 


273768 


Contig ID 


45487 l.RlOll 


5 '-most EST 


LIB143-033-Q1-E1-C10 


Seq. No. 


273769 


Contig ID 


45511 l.RlOll 


5 '-most EST 


LIB3136-019-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4191784 


BLAST score 


383 


E value 


l.Oe-36 


Match length 


152 


% identity 


54 


NCBI Description 


(AC005917) putative 




thaliana] 



-40 repeat protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273770 

45512_2.R1011 

LIB3067-050-Q1-K1-A12 

BLASTX 

gll75447 

267 

8.0e-23 

108 

47 

PUTATIVE ATP-DEPENDENT RNA HELICASE C22F3.08C 

>gi__2130317_pir S62423 hypothetical protein SPAC22F3.08c 

fission yeast (Schizosaccharomyces pombe) 
>gi_1008436_emb_CAA91073_ (Z54285) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



273771 

45545_1.R1011 

LIB143-034-Q1-E1-A6 

BLASTX 

gll9791 

960 

l.Oe-104 
281 



38147 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 "-most EST 



68 

3-OXOACYL- [ACYL-CARRIER PROTEIN] REDUCTASE PRECURSOR 
(3-KETOACYL-ACYL CARRIER PROTEIN REDUCTASE) 

>gi_1084385_pir S22450 3-oxoacyl- [acyl-carrier-protein] 

reductase (EC 1.1.1.100) precursor - Cuphea lanceolata 
>gi__1804 6_emb_CAA458 66_ (X64566) 3-oxoacyl- [acyl-carrier 
protein] reductase [Cuphea lanceolata] 

>gi_228929_prf 18 14 4 4 6A beta ketoacyl-ACP reductase 

[Cuphea lanceolata] 

273772 

45552_1.R1011 

tzu700205883.hl 

BLASTX 

gl514643 

634 

4.0e-66 

218 
55 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
273773 

45559_1.R1011 
uC-zmflmol7084g05al 

273774 

45563_1.R1011 

fxb700397429.hl 

BLASTX 

g2190992 

472 

2.0e-69 

224 

64 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 

273775 

45570_1.R1011 

LIB14 3-034 -Ql-El-Dll 

BLASTX 

g2129840 

469 

4.0e-47 

109 
80 

nucleosome assembly protein 1 - soybean >gi_1161252 
(L38856) nucleosome assembly protein 1 [Glycine max] 

273776 

45590__1,R1011 
uC-zmflb73301f07al 



Seq. No. 

Contig ID 
5 "-most EST 
Method 



273777 

45591_1.R1011 

LIB143-034-Q1-E1-F2 

BLASTX 



38148 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4584547 
521 

5.0e-53 

171 

54 

(AL04 9608) potassium transporter-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273778 

45596_1.R1011 

uC-zmroteosinte002h07bl 

BLASTX 

g2499946 

1019 

l.Oe-111 

289 
70 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273779 

45609_1.R1011 

LIB143-034-Q1-E1-G9 

BLASTX 

g4505823 

202 

2.0e-28 

110 

58 

pirin >gi_1907076__emb_CAA69194_ (Y07867) pirin [Homo 
sapiens] >gi_1907078_emb_CAA69195_ (Y07868) pirin [Homo 
sapiens] 

273780 

45628_1.R1011 

xjt700094410.hl 

BLASTX 

g4531434 

214 

5.0e-17 

105 

40 

(AC006224) unlcnown protein [Arabidopsis thaliana] 
273781 

45629_1.R1011 

xmt700261950.hl 

BLASTX 

gl710748 

177 

2.0e-12 

131 
33 

40S RIBOSOMAL PROTEIN SI >gi_1004353 (U055B9) ribosomal 
protein SI homolog [Homo sapiens] 



38149 



® 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273782 

45641_1.R1011 

LIB143-035-Q1-E1-C10 

BLASTX 

g282994 

959 

l.Oe-104 

235 
76 

Sipl protein - barley >gi_167100 (M77475) seed imbibition 
protein [Hordeum vulgare] 

273783 

45655_1,R1011 

LIB143-035-Q1-E1-E1 

BLASTX 

g3461820 

271 

l.Oe-23 

132 

40 

(AC004138) unknown protein [Arabidopsis thaliana] 
273784 

45655_2.R1011 

gct701167714.hl 

BLASTX 

g3461820 

202 

7.0e-16 

44 

73 

(AC004138) unknown protein [Arabidopsis thaliana] 
273785 

45667_1.R1011 

LIB3067-026-Q1-K1-C11 

BLASTX 

g4337192 

625 

l.Oe-64 

248 
51 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
273786 

45675__1.R1011 

uC-zmflmol7 344al0bl 

BLASTX 

g3036796 

240 

l.Oe-19 

133 

42 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb___CAA21478_ (AL031986) putative protein 



38150 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273787 

45675__2.R1011 
fwa700101588.hl 



Seq, No. 
Contig ID 
5 '-most EST 



273788 

45675__3.R1011 
LIB3117-006-Q1-K1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



273789 

45675_4 .RlOll 

uC-zmflb73205b02b2 

BLASTX 

g3036796 

209 

l.Oe-16 

96 

45 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb__CAA21478_ (AL031986) putative protein 
[Arabidopsis thaliana] 

273790 

45677_1. RlOll 

LIB14 3-035-Q1-E1-G5 

BLASTX 

g4490303 

307 

6,0e-28 

82 

67 

(AL035678) putative protein [Arabidopsis thaliana] 
273791 

45685_1. RlOll 

qmh700027768.fl 

BLASTX 

gll68654 

1054 

l.Oe-115 

296 
64 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi_542198__pir S41889 beta-galactosidase (EC 3.2.1.23) 

garden asparagus >gi_452712_emb_CAA54525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 

273792 

45685_3. RlOll 

uC-zmflmol70 68b04b2 

BLASTX 

gll68654 

199 

2.0e-26 

110 

53 



38151 



NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1.23) 

garden asparagus >gi_452712_emb_CAA54525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 

273793 

45690_1.R1011 
LIB3062-026-Q1-K1-B7 



Seq. No, 

Contig ID 
5 '-most EST 



273794 

45690_2.R1011 
LIB143-036-Q1-E1-A10 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273795 

45703_1.R1011 

fdz701165747,hl 

BLASTX 

g2829918 

399 

8.0e-39 

143 
59 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 

273796 

45721_1.R1011 

uC-zmflb73122el0b2 

BLASTX 

g2275211 

299 

5.0e-27 

131 
54 

(AC002337) RNA helicase isolog [Arabidopsis thaliana] 
273797 

45739_1.R1011 
uC-zmromol7016al0al 



Seq. No, 
Contig ID 
5 '-most EST 



273798 

45751_1.R1011 
LIB143-036-Q1-E1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



273799 
45758_ 
LIB305^ 
BLASTX 
g33954; 
635 

4 , 0e-6( 
308 
51 

(AC004 683) unknown protein [Arabidopsis thaliana] 
273800 

45767 l.RlOll 



l.RlOll 

)'9-024-Ql-Kl-Ell 

i 

131 
56 



38152 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflMol7010g02bl 

BLASTX 

g2648355 

188 

6.0e-14 

146 

33 

(AE000955) 2-nitropropane dioxygenase (ncd2) [Archaeoglobus 
fulgidus] 



Seq. No. 
Contig ID 
5 '-most EST 



273801 

45769_1.R1011 
nbm700473796.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273802 

45783__1,R1G11 
LIB143-037-Q1-E1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273803 

45789_1.R1011 

wty700170543.hl 

BLASTX 

g4314376 

288 

l.Oe-25 

112 

53 

(AC006232) similar to 



PIG-L [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273804 

45791_1.R1011 

xyt700346392.hl 

BLASTX 

g3894171 

695 

4,0e-73 

215 
62 

[AC005312) putative glutathione s-transf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273805 

45795__1.R1011 
uC-zmflmol7048b05bl 



Seq. No. 
Contig ID 
5 '-most EST 



273806 

45797_1.R1011 
nbm700468850.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273807 

45797_2.R1011 
yyf700350202.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273808 

45797_3.R1011 
wty700165027.hl 



38153 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273809 

45800_1.R1011 

vux700158854.hl 

BLASTX 

g4240031 

190 

4.0e-14 

102 

40 

(AB018422) DNA binding zinc finger protein (Pspzf) 
sativum] 



[Pisum 



Seq. No. 
Contig ID 
5 '-most EST 



273810 

45805_1.R1011 
uC-zmroteosinte075e04bl 



Seq. No. 
Contig ID 
5 '-most EST 



273811 

45810_2.R1011 
LIB3137-035-Q1-K1-G2 



Seq. No. 
Contig ID 
5 '-most EST 



273812 

45823_1.R1011 
wyr700243806.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273813 

45827_1.R1011 

LIB143-037-Q1-E1-G12 

BLASTX 

g2244998 

619 

3.0e-64 

164 

69 

(Z97341) similarity to probable transcriptional adaptor 
ADA2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273814 

45830__1.R1011 

xjt700094210.hl 

BLASTX 

g3193293 

252 

3.0e-21 

192 

48 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB: AC000375 ) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273815 

45831_1.R1011 
LIB143-068-Q1-E1-E11 



Seq. No. 
Contig ID 
5 '-most EST 



273816 

45846_1.R1011 
xmt700263274.hl 



38154 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273817 

45848_1.R1011 

xsy700214156.hl 

BLASTX 

g3785989 

558 

6.0e-57 

339 

43 

(AC005560) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273818 

45856^1. RlOll 
LIB14 3-038-Q1-E1-A8 



Seq. No. 
Contig ID 
5 '-most EST 



273819 

45856_2.R1011 
xjt700096648.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273820 

45857_1.R1011 
nwy700443371.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273821 

45863_1.R1011 

xjt700094726.hl 

BLASTX 

g2760844 

842 

4.0e-90 

365 

46 

(AC003105) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273822 

45863_3.R1011 
cjh700197706.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273823 

45864_1.R1011 
LIB143-038-Q1-E1-B5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273824 

45866_1.R1011 

LIB143-038-Q1-E1-B7 

BLASTX 

g2827535 

315 

8.0e-29 

138 
49 

(AL021633) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273825 

45866_2.R1011 
rvt700550041.hl 



38155 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273826 

45871_1.R1011 

LIB143-038-Q1-E1-C11 

BLASTX 

gl778095 

152 

6.0e-10 

41 
73 

[U64 903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273827 

45876_1.R1011 

uC-zmflb73064h01bl 

BLASTX 

gl703386 

804 

7.0e-86 

328 
50 

ACETYLORNITHINE DEACETYLASE ( ACETYLORNITHINASE ) (AO) 
(N-ACETYLORNITHINASE) (NAO) >gi_763048 (U23957) 
N-acetylornithine deacetylase [Dictyostelium discoideum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273828 

45880_1.R1011 

kem700611044.hl 

BLASTX 

g4262225 

552 

2.0e-56 

185 
55 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273829 

45880_2.R1011 
qmh700027084.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273830 

45880_3.R1011 

wyr700242780.hl 

BLASTX 

g4262225 

565 

7,0e-58 

177 

58 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273831 

45888_1.R1011 
LIB143-038-Q1-E1-E1 



38156 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4514634 

345 

O.Oe+OO 

345 

100 

Zea mays 



ZmRCPl mRNA for root cap protein 1, complete cds 





Seq. No. 


273832 




Contig ID 


45911 l.RlOll 




5 '-most EST 


qmh700029517.fl 




Method 


BLASTX 




NCBI GI 


gl495804 




BLAST score 


589 




E value 


4 .Oe-61 




Match length 


158 




% identity 


69 




NCBI Description 


(X96406) 13-lipoxygenase [Solanum tuberosum] 




Seq. No. 


273833 




Contig ID 


45921 l.RlOll 


m 


5 '-most EST 


LIB14 3-038 -Q1-E1-H3 




kJ C • iN^^j? . 


273834 




Contig ID 


45923 l.RlOll 




5 '-most EST 


LIB143-038-Q1-E1-H5 




Method 


BLASTX 




NCBI GI 


g451G373 




BLAST score 


378 




E value 


8.0e-36 




Match length 


143 




% identity 


48 




NCBI Description 


(AC007017) putative harpin-induced protein [Arabidopsis 






thaliana] 




Seq. No. 


273835 




Contig ID 


45923 3.R1011 




5 '-most EST 


ntr700077227.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273836 

45928_1.R1011 

jfc700968684.hl 

BLASTX 

g4510346 

300 

5.0e-27 

113 
56 

(AC006921) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 273837 

Contig ID 45928^3 . RlOll 

5'-most EST xj t700093745 . hi 

Method BLASTX 

NCBI GI g4510346 

BLAST score 179 

E value 6.0e-13 



38157 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



68 
59 

{AC006921) hypothetical protein [Arabidopsis thaliana] 



273838 

45934_1.R1011 

uC-2mrob73019c04bl 

BLASTN 

g22322 

47 

7.0e-17 

99 

87 

Z.mays mRNA for H2B histone 



(clone CH2B214) 



273839 

45934_2.R1011 

xjt700095280.hl 

BLASTN 

g902585 

52 

4.0e-20 

64 

95 

Zea mays clone MubG9 ubiquitin gene, complete cds 
273840 

45936_1.R1011 

ymt700223624.hl 

BLASTX 

g4262230 

228 

2.0e-18 

64 

70 

(AC006200) unknown protein [Arabidopsis thaliana] 
273841 

45957_1.R1011 
xmt700260205.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273842 

45963_1.R1011 

ceu700423026.hl 

BLASTX 

g4106538 

795 

4.0e-87 

220 
71 

(AF104220) gamma- tocopherol methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273843 

45979_1.R1011 

LIB14 3-039-Q1-E1-H12 



38158 



Seq. No. 


273844 


Contig ID 


45980 l.RlOll 


5 '-most EST 


LIB143-039-Q1-E1-H2 


Method 


BLASTN 


NCBI GI 


g3o2 1780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 


Seq. No. 


273845 


Contig ID 


45982 l.RlOll 


5 '-most EST 


LIB143-063-Q1-E1-H9 


Seq. No. 


273846 


Contig ID 


45982 2. RICH 


5 '-most EST 


LIB143-039-Q1-E1-H7 


Seq. No. 


273847 


Contig ID 


45985 l.RlOll 


5 '-most EST 


xjt700094346.hl 


Method 


BLASTX 


NCBI GI 


g3915070 


BLAST score 


1155 


E value 


1 . Oe-127 


Match length 


251 


% identity 


92 


NCBI Description 


HISTIDYL-TRNA SYNTHETASE 


>gi 1841704_emb_CAB06653_ 




[Oryza sativa] 


Seq. No. 


273848 


Contig ID 


45988 l.RlOll 


5 '-most EST 


LIB143-040-Q1-E1-A12 


Seq. No. 


273849 


Contig ID 


45994 l.RlOll 


5 '-most EST 


LIB3069-004-Q1-K1-C10 


Seq. No. 


273850 


Contig ID 


46012 l.RlOll 


5 '-most EST 


LIB143-040-Q1-E1-C5 


Seq. No. 


273851 


Contig ID 


46013 l.RlOll 


5 '-most EST 


uC-zmflb73272a04bl 


Method 


BLASTX 


NCBI GI 


gl087073 


BLAST score 


694 


E value 


5,0e-73 


Match length 


265 



[HISTIDINE— TRNA LIGASE) (HISRS) 
(Z85984) histidyl tRNA Synthetase 



% identity 

NCBI Description 



53 

(S79243) calmodulin-binding heat-shock protein, CaMBP 
[Nicotiana tabacum=tobacco, Wisconsin-38 , Peptide, 44 9 aa] 
[Nicotiana tabacum] 



38159 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273852 

46014_1.R1011 

uC-zinflm017214g07bl 

BLASTX 

g419789 

307 

5.0e-28 

99 
61 

hypothetical protein 



potato 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273853 

46025_1.R1011 

fdz701160519.hl 

BLASTX 

g4510425 

531 

2.0e-54 

126 
79 

(AC006929) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273854 

46026_1,R1011 

LIB143-057-Q1-E1-A9 

BLASTX 

g3023751 

527 

l.Oe-53 

143 

40 

7 0 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_107 677 2_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb_CAA60505_ {X86903) peptidylprolyl isomerase 

[Triticum aestivum] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



273855 

46031__1.R1011 
wyr700244209.hl 

273856 

46035_1.R1011 

xmt700267963.hl 

BLASTX 

g2501196 

271 

l.Oe-23 

47 
98 

GAMMA-ZEATHIONIN 
273857 

46035__2.R1011 
xmt700260314.h2 
BLASTX 
g2501196 



38160 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



271 

8.0e-24 

47 

98 

GAMMA- Z EAT H I ON I N 
273858 

46035_4.R1011 

xmt700258485.hl 

BLASTX 

g2501196 

271 

9.0e-24 

47 

98 



NCBI Description GAMMA- Z EAT HI ON IN 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



273859 

46053_1.R1011 

LIB148-058-Q1-E1-A9 

BLASTX 

g3426041 

616 

8 .Oe-64 

190 

56 

(AC005168) unknown protein [Arabidopsis thaliana] 
273860 

46053_2.R1011 

LIB148-017-Q1-E1-D6 

BLASTX 

g3426041 

368 

9.0e-35 

145 

47 

(AC0Q5168) unknown protein [Arabidopsis thaliana] 
273861 

46053_3.R1011 

LIB14 8-002-Q1-E1-B10 

BLASTX 

g3298544 

263 

6.0e-23 

129 

43 

(AC004 681) unknown protein [Arabidopsis thaliana] 
273862 

46070_1.R1011 

uC-zmflmol717 9f09bl 

BLASTX 

gl771381 

254 

l.Oe-21 



38161 



li 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



127 
47 

(X95877) phosphoinositide-specif ic phospholipase C 
[Nicotiana rustica] 

273863 

46086_1.R1011 

LIB83-003-Q1-E1-E1 

BLASTX 

g4415942 

192 

3.0e-14 

147 
34 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
273864 

46102_1.R1011 

uC-zmflb73070dlObl 

BLASTX 

g4504799 

1288 

l.Oe-142 

371 

66 

isovaleryl Coenzyme A dehydrogenase 

>gi_125051_sp_P26440__IVD_HUMAN ISOVALERYL-COA DEHYDROGENASE 

PRECURSOR (IVD) >gi_88038_pir ^A37033 isovaleryl-CoA 

dehydrogenase (EC 1.3.99.10) precursor - human >gi_3068 97 
(M34192) isovaleryl-coA dehydrogenase (IVD) [Homo sapiens] 

273865 

46102_3.R1011 
LIB3137-002-Q1-K1-B4 

273866 

46111_1.R1011 

LIB143-041-Q1-E1-F6 

BLASTX 

gll4182 

307 

6.0e-28 

85 

66 

CHORISMATE SYNTHASE PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE) 

>gi_99502_pir ^A41197 chorismate synthase (EC 4.6.1.4) - 

pink corydalis >gi_18256_emb_CAA43034_ {X60544) chorismate 
synthase [Corydalis sempervirens] 

273867 

46130_1.R1011 

LIB14 3-041-Q1-E1-H2 

BLASTN 

gl532070 

4 92 

0. Oe+00 



38162 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



569 
91 

Z.mays grp3 mRNA for glycine-rich protein 
273868 

46131_1.R1011 

xyt700344947.hl 

BLASTN 

gl68508 

62 

6.0e-26 

97 

92 

Maize oleosin KD18 (KD18; L2) gene, complete cds 
273869 

46131__2.R1011 

uC-zmflm017093b07bl 

BLASTX 

g4455351 

620 

3.0e-64 

168 

68 

(AL035524) putative protein [Arabidopsis thaliana] 
273870 

46131_3.R1011 

wyr700236786.hl 

BLASTX 

g4455351 

449 

2,0e-44 

147 

61 

(AL035524) putative protein [Arabidopsis thaliana] 
273871 

46131_5.R1011 

xsy700211307.hl 

BLASTX 

g4455351 

181 

2.0e-13 

52 
56 

(AL035524) putative protein [Arabidopsis thaliana] 
273872 

46132_1.R1011 

LIB143-041-Q1-E1-H5 

BLASTX 

g3132825 

688 

l.Oe-72 

157 
87 



38163 



NCBI Description 


(AF063403) putative cytosine-5 DNA methyltransf erase 




mays] 


Seq. No. 


273873 


Contig ID 


46148 l.RlOll 


5 '-most EST 


xyt700346241.hl 


Method 


BLASTX 


NCBI GI 


g4455260 


BLAST score 


1082 


E value 


l.Oe-118 


Match length 


232 


% identity 


85 


NCBI Description 


(AL035353) protein kinase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


273874 


Contig ID 


46153 l.RlOll 


5 '-most EST 


uwc700150468.hl 


Method 


BLASTX 


NCBI GI 


g4539348 


BLAST score 


216 


E value 


2.0e-17 


Match length 


96 


% identity 


44 


NCBI Description 


(AL035539) putative pollen allergen [Arabidopsis thai 


Seq, No. 


273875 


Contig ID 


46158 l.RlOll 


5 '-most EST 


LIB3137-018-Q1-K1-B1 


Seq. No. 


273876 


Contig ID 


46163 l.RlOll 


5 '-most EST 


uC-zmroteosinte020c08bl 


Seq. No. 


273877 


Contig ID 


46169 l.RlOll 


5 '-most EST 


vux700161136.hl 


Method 


BLASTX 


NCBI GI 


gl30940 


BLAST score 


598 


E value 


4.0e-62 


Match length 


125 


% identity 


87 


NCBI Description 


PATHOGENESIS -RELATED PROTEIN PRMS PRECURSOR 




>gi 100906 pir S14969 pathogenesis-related protein - 




>gi~22454 emb CAA38223 {X54325) pathogenesis-related 




protein [Zea mays] 


Seq. No, 


273878 


Contig ID 


46171 l.RlOll 


5 '-most EST 


wyr700237789.hl 


Method 


BLASTX 


NCBI GI 


gl498055 


BLAST score 


737 


E value 


4.0e-78 


Match length 


144 


% identity 


99 



maize 



38164 



NCBI Description (U64437) novel protein [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273879 

46179_1.R1011 

uC-zmflmol7 042a05bl 

BLASTX 

g3367591 

541 

l.Oe-54 

205 
52 

(AL031135) putative protein [Arabidopsis thaliana] 



273880 

46179_2.R1011 

nwy700444591.hl 

BLASTN 

gl68436 

111 

4.0e-55 

139 
96 

Zea mays catalase 



{Cat3) gene, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



273881 

46179_5.R1011 
LIB3061-026-Q1-K1-B1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273882 

46184_1.R1011 

uC-zmroteosintel20a03b2 

BLASTX 

g3374509 

308 

7.0e-28 

231 
34 

(AB016529) Ku70 [Gallus gallus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



273883 

46197_1.R1011 

uC-zmflb73299d09bl 

BLASTX 

g3913517 

1006 

l.Oe-109 

296 

66 

3' (2' ) , 5 '-BISPHOSPHATE NUCLEOTIDASE 

(3' (2' ) ,5-BISPHOSPHONUCLEOSIDE 3' { 2 ' ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi__1109672 (U33283) 3' ( 2 ' ) , 5-diphosphonucleoside 
3' (2') phosphohydrolase [Oryza sativa] 

>gi_1586671_prf 2204308A diphosphonucleoside 

phosphohydrolase [Oryza sativa] 

273884 

46199 l.RlOll 



38165 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB143-042-Q1-E1-G12 

BLASTX 

g3413699 

190 

6.0e-14 

107 

42 

(AC004747) putative heat shock protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273885 

46201_1.R1011 
vux700156690.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273886 

46221_1.R1011 

LIB143-043-Q1-E1-A2 

BLASTX 

g477226 

502 

7.0e-51 

103 
100 

heat shock protein HSP82 - maize >gi_300083__bbs_130886 
(S59780) HSP82=82 kda heat shock protein [Zea mays, 
seedling, leaves. Peptide, 715 aa] [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273887 

46231_1.R1011 

fC-zmle700426995d2 

BLASTX 

g2245066 

295 

l.Oe-26 

105 
53 

{Z97342) Beta-Amylase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273888 

46233__1.R1011 
LIB143-043-Q1-E1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273889 

46234_1.R1011 

LIB143-043-Q1-E1-B7 

BLASTX 

g3551247 

575 

2.0e-59 

134 

85 

(AB012703) 181 [Daucus carota] 



Seq. No. 
Contig ID 
5 '-most EST 



273890 

46235_1.R1011 

uC- zmf Imo 1 7 3 4 4 dO 2b 1 



38166 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273891 

46244_1.R1011 

LIB3118-012-Q1-K1-A9 

BLASTX 

g2739168 

231 

4.0e-19 

74 

58 

{AF032386) 
tabacuin] 



aldose-l-epimerase-like protein [Nicotiana 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273892 

46254_1.R1011 

ntr700073691.hl 

BLASTX 

g3164222 

254 

2.0e-21 

123 
43 

(AB008518) 
(AF071527) 
thaliana] 



RMAl [Arabidopsis thaliana] >gi_4206205 
RMAl RING zinc finger protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273893 

46261__1,R1011 

ntr700071715.hl 

BLASTX 

g3763933 

584 

3.0e-60 

227 
63 

{AC004450) unknown protein [Arabidopsis thaliana] 
273894 

46266__1.R1011 

uC-zmflb73184gl2bl 

BLASTX 

g2642158 

1090 

l.Oe-119 

361 

59 

{AC003000) hypothetical protein [Arabidopsis thaliana] 
273895 

46274_1.R1011 

ntr700072240.hl 

BLASTX 

g4115377 

1569 

l,0e-175 

416 

72 

(AC005967) unknown protein [Arabidopsis thaliana] 



38167 



II 



Seq. No, 


273896 


Contig ID 


46282 l.RlOll 


5 '-most EST 


LIB143-043-Q1-E1-H10 


Method 




NCBI GI 


gl850902 


BLAST score 


39 


E value 


l.Oe-12 


Match length 


75 


% identity 


88 


NCBI Description 


Z.mays cyp71c4 gene 


Seq. No. 


273897 


Contig ID 


46309 l.RlOll 


5 '-most EST 


LIB143-04 4-Q1-E1-C11 


Seq. No, 


273898 


Contig ID 


46323 l.RlOll 


5 '-most EST 


LIB36-004-Q1-E1-A9 


Method 


BLASTX 




gi o 4 0 Zz 0 


BLAST score 


235 


E value 


2.0e-19 


Match length 


68 


% identity 


60 


NCBI Description 


(U88090) nonspecific 




vulgare] 


Seq. No. 


273899 


Contig ID 


46335 l.RlOll 


5 '-most EST 


LIB143-044-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


g3142300 


BLAST score 


287 


E value 


2.0e-25 


Match length 


118 


% identity 


47 


NCBI Description 


(AC002411) Contains 



[Hordeum 



protein PRP39 gb__L29224 from S. cerevisiae. ESTs gb_R649Q8 
and gb_T88158, gb__N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273900 

46337_1.R1011 

LIB14 3-04 4-Q1-E1-F10 

BLASTX 

g2760345 

460 

4.0e-46 

96 
26 

(U84 967) ubiquitin [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



273901 

46343_1.R1011 
uC-zmflmol7 215e07bl 
BLASTX 



38168 




NCBI GI 


g3367577 


BLAST score 


150 


E value 


2,0e-09 


Match length 


155 


% identity 


29 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana] 


Seq. No. 


273902 


Contig ID 


46353 l.RlOll 


5* -most EST 


LIB143-044-Q1-E1-H1 


Seq. No, 


273903 


Contig ID 


46354 l.RlOll 


5 '-most EST 


LIB143-044-Q1-E1-H10 


Seq. No. 


273904 


Contig ID 


46361 l.RlOll 


5 '-most EST 


LIB143-044-Q1-E1-H8 


Seq. No, 


273905 


Contig ID 


46361 2,R1011 


5 '-most EST 


uer700581506.hl 


Seq. No. 


273906 


Contig ID 


46370 l.RlOll 


5 '-most EST 


cjh700195606,hl 


Seq, No, 


273907 


Contig ID 


46370 2,R1011 


5 '-most EST 


LIB3062-027-Q1-K1-F6 


Seq. No. 


273908 


Contig ID 


46370 4,R1011 


5 '-most EST 


uC-zmflb73295cl0b2 


Seq. No. 


273909 


Contig ID 


46372 l.RlOll 


5 '-most EST 


LIB3136-057-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4432823 


BLAST score 


414 


E value 


4 .Oe-40 


Match length 


183 


% identity 


52 


NCBI Description 


{AC006593) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


273910 


Contig ID 


46376 l.RlOll 


5 '-most EST 


xjt700096958 .hi 


Method 


BLASTX 


NCBI GI 


g2129513 


BLAST score 


777 


E value 


l.Oe-82 


Match length 


278 


% identity 


59 


NCBI Description 


peroxidase (EC 1.11.1.7) A3a precursor - Japanese aspen 



large-toothed aspen >gi_1255661_dbj_BAA07240__ (D38050) 



38169 



II 



peroidase precursor [Populus kitakamiensis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273911 

46379_1.R1011 

uC-zmflmol7310b07bl 

BLASTX 

g2344889 

941 

l.Oe-102 

447 

42 

(AC002388) unknown protein [Arabidopsis thaliana] 
273912 

46383_1.R1011 
LIB3067-04 6-Q1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273913 

46383_2.R1011 

wty700164975.hl 

BLASTX 

g2244979 

474 

l.Oe-47 

126 

71 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273914 

46396_1.R1011 

ypc700803036.hl 

BLASTX 

g2865623 

541 

3.0e-55 
139 

75 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase- 4 -reductase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 
Method 



273915 

46399_1.R1011 

vux700159849.hl 

BLASTX 

g3059129 

552 

2.0e-56 

245 

45 

(AJ000477) cytochrome P450 [Helianthus tuberosus] 
273916 

46401__1.R1011 

pwr700451443.hl 

BLASTX 



38170 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3021357 
288 

8.0e-26 

78 
69 

{AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 



Seq. No. 
Contig ID 
5 '-most EST 



273917 

46442_1.R1011 
LIB143-046-Q1-E1-B3 



Seq. No. 
Contig ID 
5 '-most EST 



273918 

46450_2.R1011 
hvj700623212.hl 



Seq, No. 
Contig ID 
5 '-most EST 



273919 

46459_1.R1011 
uC-zmflb73082b03a2 



Seq, No. 

Contig ID 
5 '-most EST 



273920 

46464_1.R1011 
LIB143-04 6-Q1-E1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273921 

46469_1.R1011 

LIB143-046-Q1-E1-E1 

BLASTX 

g2129929 

348 

6,0e-33 

121 
53 

DNA-directed RNA polymerase (EC 2,7.7.6) II chain RPB2 - 
tomato >gi_1049068 (U28403) RNA polymerase II subunit 2 
[Solanum lycopersicum] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273922 

46470_1.R1011 

LIB143-04 6-Q1-E1-E10 

BLASTX 

g3688187 

494 

6.0e-50 

127 

71 

(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



273923 

46474_1.R1011 

cjh700196009.hl 

BLASTX 

g4587686 

605 

2.0e-62 

256 

54 



38171 



NCBI Description {AC007197) dynamin-like protein ADL2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273924 

46474_4.R1011 

LIB3066-024-Q1-K1-B4 

BLASTX 

g4587686 

157 

2.0e-10 

55 
58 

(AC007197) dynamin-like protein ADL2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



273925 

46474_5.R1011 
ceu700431258.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273926 

46482_1.R1011 

uC-zmroteosinte059g08bl 

BLASTX 

g2589162 

1035 

l.Oe-113 

215 

94 

(D88451) aldehyde oxidase [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



273927 

46484_1.R1011 
uC-zmrob73078f 06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273928 

46485_1.R1011 

xjt700093733.hl 

BLASTX 

g2245034 

403 

4.0e-39 

118 
68 

(Z 97 342) enoyl-CoA hydratase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



273929 

46487_1,R1011 
uC-zmflmol7257bllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273930 

46496^1. RlOll 

xmt700257167.hl 

BLASTX 

g3123745 

202 

l.Oe-15 

104 

44 

(AB013447) aluminum-induced [Brassica napus] 



38172 



Seq. No. 

Contig ID 
5 '-most EST 



273931 

46496_2,R1011 
xmt700265767.hl 



Seq. No. 
Contig ID 
5 '-most EST 



273932 

46498_1.R1011 
uC-zmflmol7021bllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



273933 

46498_2.R1011 

uC-zmroteosinte032g03bl 

BLASTX 

g2098575 

354 

5.0e-33 

104 
65 

(AC002115) F25451_2 [Homo sapiens] 
273934 

46499_1.R1011 
LIB143-046-Q1-E1-H1 

273935 

46500_1.R1011 
fdz701163570.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



273936 

46501_1.R1011 
LIB3068-0 61-Q1-K1-H10 

273937 

46509_1.R1011 

LIB143-047-Q1-E1-A10 

BLASTX 

g3540207 

630 

l.Oe-65 

184 

70 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
273938 

46524_1.R1011 
LIB143-063-Q1-E1-B3 



Seq. No, 
Contig ID 
5 '-most EST 



273939 

46533_1.R1011 
rvt700551486.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



273940 

46537_1.R1011 
wty700166678.hl 

273941 

46539 l.RlOll 



38173 



5 '-most EST 



LIB143-047-Q1-E1-E10 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273942 

46563_1.R1011 

pinx700091770.hl 

BLASTX 

gl709574 

244 

9.0e-21 

72 

60 

CARICAIN PRECURSOR (PAPAYA PROTEINASE OMEGA) (PAPAYA 
PROTEINASE III) (PPIII) (PAPAYA PEPTIDASE A) 

>gi_484397_pir JN0633 caricain (EC 3,4.22.30) I precursor 

- papaya >gi_18098_emb__C7^4 6862__ (X66060) proteinase omega 
[Carica papaya] 



Seq. No. 
Contig ID 
5 '-most EST 



273943 

46572_1.R1011 
LIB143-047-Q1-E1-H7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273944 

46576__1.R1G11 

LIB143-051-Q1-E1-F3 

BLASTX 

gl00883 

155 

3.0e-10 

94 

35 

heat shock protein 17.2 - maize >gi_22335_emb_CAA4 664 1_ 
(X65725) heat shock protein 17.2 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273945 

46578^1. RICH 

clt700042461.fl 

BLASTX 

g3059131 

198 

2.Ge-15 

65 

54 

[AJ000478) cytochrome P450 [Helianthus tuberosus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273946 

46579_1.R1011 

clt700046203.fl 

BLASTX 

g2494116 

424 

3.0e-68 

168 

77 

(AC002376) Similar to Synechocystis hypothetical protein 
(gb_D90915) . [Arabidopsis thaliana] 



Seq. No, 



273947 



38174 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46588_1.R1011 
uC-zmflmol7317gllal 

273948 

46594_1.R1011 

uC-zmflm017092b03bl 

BLASTX 

g4263707 

650 

7.0e-68 

195 

61 

(AC006223) 
thaliana] 



putative 70kD heat shock protein [Arabidopsis 



Seq, No. 
Contig ID 
5 '-most EST 



273949 

46602_1.R1011 
LIB3136-040-P1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 

value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



273950 

46631_1.R1011 

LIB14 8-050-Q1-E1-A8 

BLASTX 

g4455359 

366 

2.0e-34 

183 
50 

(AL035524) putative protein [Arabidopsis thaliana] 
273951 

46631_2.R1011 

LIB143-04 8-Q1-E1-F6 

BLASTX 

g4455359 

222 

8.0e-18 

58 

74 

(AL035524) putative protein [Arabidopsis thaliana] 
273952 

46643_1.R1011 

LIB143-048-Q1-E1-G8 

BLASTN 

gl2455 

302 

l.Oe-169 

400 
93 

Maize chloroplast rpll6 gene for ribosomal protein L16 exon 
273953 

46652_1.R1011 
LIB143-048-Q1-E1-H7 



Seq. No. 



273954 



38175 



Contig ID 
5 '-most EST 



# 



46654__2.R1011 
uC-zmflb73238f02b2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



273955 

46654_3.R1011 
LIB143-04 8-Q1-E1-H9 

273956 

46662_1.R1011 
LIB143-04 9-Q1-E1-B10 

273957 

46665_1.R1011 
wyr700238234.hl 

273958 

46681_1,R1011 

uC-zmflb73052bl2bl 

BLASTX 

g4115377 

265 

3.0e-23 

68 

81 

(AC005 967) unknown protein [Arabidopsis thaliana] 
273959 

46682_1,R1011 
LIB3136-037-P1-K1-C2 

273960 

46689_1.R1011 

wyr700235247.hl 

BLASTX 

gl69363 

199 

3.0e-15 

40 

80 

(M75856) PVPR3 [Phaseolus vulgaris] 
273961 

46708_1.R1011 

LIB143-04 9-Q1-E1-G3 

BLASTN 

g454880 

88 

9.0e-42 

205 
87 

Rice mRNA for WSI724 protein induced by water stress, 
complete cds 

273962 

46716_1.R1011 
hbs701182765.hl 



38176 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



273963 

46732_1.R1011 
LIB143-050-Q1-E1-B12 

273964 

46733_1,R1011 
LIB143-050-Q1-E1-B2 

273965 

46733_2.R1011 
nbm700469678.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



273966 

46739_1.R1011 

nbm700477945.hl 

BLASTX 

g3033400 

1096 

l.Oe-120 

268 
74 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

273967 

46745_1.R1011 
LIB143-050-Q1-E1-C5 

273968 

46752_1.R1011 
LIB143-050-Q1-E1-D12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



273969 

46773^1. RlOll 

LIB143-050-Q1-E1-F5 

BLASTX 

gl213118 

171 

4.0e-12 

68 
46 

(X92984) low molecular weight heat-shock protein 
[Pseudotsuga menziesii] 

273970 

46780_1.R1011 

uC-zmflmol7310f03al 

BLASTX 

g4539403 

464 

8.0e-46 

124 
68 

(AL04 9524) putative protein [Arabidopsis thaliana] 
273971 

46783 l.RlOll 



38177 



5 '-most EST 


LIB143-050-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g2909522 


BLAST score 


232 


E value 


6.0e-19 


Match length 


142 


% identity 


36 


NCBI Description 


(AL021932) ufaAl [Mycobacterium tuberculosis] 


Seq. No. 


273972 


Contig ID 


46800 l.RlOll 


5 '-most EST 


uC-zmflMol7002h06bl 


Method 


BLASTX 


NCBI GI 


g3402712 


BLAST score 


162 


E value 


4 .Oe-11 


Match length 


43 


% identity 


70 


NCBI Description 


{AC004261) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


273973 


Contig ID 


46800 2.R1011 


5 '-most EST 


xmt700266774 ,hl 


Seq. No. 


273974 


Contig ID 


46803 l.RlOll 


5 '-most EST 


LIB143-051-Q1-E1-A9 


Method 


BLASTX 


NCBI GI 


g4455328 


BLAST score 


476 


E value 


2.0e-47 


Match length 


116 


% identity 


74 


NCBI Description 


(AL035525) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


273975 


Contig ID 


46810 l.RlOll 


5 '-most EST 


LIB143-051-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g2497748 


BLAST score 


180 


E value 


3.0e-13 


Match length 


79 


% identity 


35 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 4 PRECURSOR (LTP 4 




>gi 902058 (U29176) lipid transfer protein precursor 




sativa] 


Seq. No. 


273976 


Contig ID 


46813 l.RlOll 


5 '-most EST 


LIB143-051-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


g4586113 


BLAST score 


255 


E value 


5.0e-22 


Match length 


99 


% identity 


48 



38178 




NCBI Description (AL049638) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No* 


273977 


Contig ID 


46817 l.RlOll 


5 '-most EST 


uC-2mflmol7150e04bl 


Method 


BLASTX 


NCBI GI 


g4220531 


BLAST score 


192 


E value 


5.0e-14 


Match length 


170 


% identity 


31 


NCBI Description 


(AL035356) hypothetical protein [Arabidopsis thaliana 


Seq. No, 


273978 


Contig ID 


46817 2.R1011 


5 '-most EST 


uC-zmflMol7 014b03bl 


Sea No 


273979 


Contig ID 


46817 4.R1011 


5 '-most EST 


wyr700243402.hl 


Sea No 


273980 


Contig ID 


46821 l.RlOll 


5 ' -most EST 


uC-zmflmol7059gl2al 


Sea. No. 


273981 


Contig ID 


46823 l.RlOll 


5 '-most EST 


LIB143-051-Q1-E1-D1 


Sea No 


273982 


Contia ID 


46830 1 RlOll 


S ' -mo<^t EST 


LIB143^-051-Ol-El-D5 


Sea No 


273983 


Contia ID 


46866 1 RlOll 


5 ' -most EST 


LIB143-051-Q1-E1-H2 


Seq. No. 


273984 


Contig ID 


46868 l.RlOll 


5 ' -most EST 


rvl700453770.hl 


Method 


BLASTX 


NCBI GI 


a3415009 


RT.AST <=?mre 


262 


R valiip 

i. 1 V Ca ^ LA 


2 Oe-22 


Ms'hph 1 pnath 


137 




37 


NCBI Description 


(AF080245) sesquiterpene synthase [Elaeis oleifera] 


Seq. No. 


273985 


Contig ID 


46868 2. RlOll 


5 '-most EST 


hvj700621476.hl 


Method 


BLASTX 


NCBI GI 


g3415009 


BLAST score 


374 


E value 


8.0e-36 


Match length 


172 



38179 



% identity 46 

NCBI Description (AF080245) sesquiterpene synthase [Elaeis oleifera] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273986 

46870_1.R1011 

xjt700094843.hl 

BLASTX 

g231707 

809 

l.Oe-86 

163 

96 

CELL DIVISION CONTROL PROTEIN 2 HOMOLOG 2 

>gi_100668_pir S22441 protein kinase (EC 2.7.1.37) cdc2 

homolog 2 - rice >gi_20345_emb_CAA42923_ {X60375) Rcdc2-2 

[Oryza sativa] >gi_228925_prf 1814443B cdc2 

protein: ISOTYPE=cdc20s-2 [Oryza sativa] 



273987 

46870_2,R1011 

uC-zmflb73070allbl 

BLASTX 

gll5923 

1022 

l.Oe-111 

216 

93 

CELL DIVISION CONTROL PROTEIN 2 
protein cdc2 kinase [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



HOMOLOG >gi_168511 (M60526) 



273988 

46870_3,R1011 

hvj700622117 .hi 

BLASTX 

gll5923 

521 

6.0e-53 

117 

91 

CELL DIVISION CONTROL PROTEIN 2 
protein cdc2 kinase [Zea mays] 



HOMOLOG >gi_168511 (M60526) 



273989 

46877_1.R1011 

uC-2mrob73075e06bl 

BLASTX 

g2335100 

450 

2.0e-44 

184 
47 

(AC002339) unknown protein [Arabidopsis thaliana] 
273990 

46885_1.R1011 

fwa700097484.hl 

BLASTX 



38180 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4490732 
242 

2.0e-20 

92 

62 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273991 

46885_2.R1011 

LIB143-067-Q1-E1-A10 

BLASTX 

g4490732 

257 

4.0e-22 

88 
60 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) 
protein [Arabidopsis thaliana] 



-like 





Seq. No. 


273992 




Contig ID 


46899 l.RlOll 




5 '-most EST 


LIB3060-053-Q1-K1-C7 




Seq. No. 


273993 




Contig ID 


46910 l.RlOll 




5 '-most EST 


LIB143-052-Q1-E1-E11 




Seq. No. 


273994 




Contig ID 


46913 l.RlOll 




5 '-most EST 


jfc700968525.hl 




Seq. No. 


273995 




Contig ID 


46918 l.RlOll 




5 '-most EST 


fC-zmle700441605a5 




Method 


BLASTX 




NCBI GI 


g4584541 




BLAST score 


1290 




E value 


l.Oe-142 




Match length 


377 




% identity 


65 




NCBI Description 


(AL04 9608) 3-hydroxyi 



protein [Arabidopsis thaliana] 



Seq. No. 


273996 


Contig ID 


46918 2.R1011 


5 '-most EST 


fC-zmle700441605d5 


Seq. No. 


273997 


Contig ID 


46924 l.RlOll 


5 '-most EST 


LIB14 3-052-Q1-E1-F4 


Seq. No. 


273998 


Contig ID 


46930 l.RlOll 


5 '-most EST 


LIB143-052-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g3142295 



38181 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



218 

3.0e-17 

118 
42 

(AC002411) Strong similarity to phosphoribosylanthranilate 
transferase gb_D8 6180 from Pisum sativum. [Arabidopsis 
thaliana] 

273999 

46936_1.R1011 
LIB3059-027-Q1-K1-E2 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274000 

46937_1.R1011 

uC-zmflmol7210e07al 

BLASTX 

g3549656 

201 

2.0e-15 

84 

46 

(AL031394) putative protein [Arabidopsis thaliana] 
274001 

46937_2.R1011 

uer700583944.hl 

BLASTX 

g3549656 

172 

l.Oe-12 

68 

50 

(AL031394) putative protein [Arabidopsis thaliana] 
274002 

46941_1.R1011 

vux700157966.hl 

BLASTN 

g4105124 

150 

l.Oe-78 

251 
98 

Zea mays cell wall invertase [incw4) gene, complete cds 
274003 

46948_1.R1011 
uC-zmroteosinte008hl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



274004 

46948_2.R1011 
uC-zmflb73062f09al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



274005 

46962_1.R1011 

LIB143-053-Q1-E1-D10 

BLASTX 



38182 




NCBI GI 


gl931641 




BLAST score 


245 




E value 


7.0e-21 




Match length 


134 




% identity 


41 


;in [Arabidopsis thaliana] 


NCBI Description 


(U95973) unknown prote 


Seq. No. 


274006 




Contig ID 


46985 l.RlOll 




5 '-most EST 


fdz701161363.hl 




Seq. No. 


274007 




Contig ID 


46995 l.RlOll 




5 '-most EST 


LIB143-053-Q1-E1-H11 




Seq. No. 


274008 




Contig ID 


46996 2.R1011 




5 ' -most EST 


LIB143-053-Q1-E1-H12 




Method 


BLASTX 




NCBI GI 


gl653033 




BLAST score 


154 




F. 1 IIP 


8 . Oe-18 




Match lenath 


143 




O -L-^wtv^li' 1- ^ J 


43 




NCBI Description 


(D90 910) hypothetical 


protein [Synechocystis sp 




274009 




Contia ID 


46997 l.RlOll 




S'-most EST 


LIB143'-053-Ql-El-H2 




Method 


BLASTX 




NCBI GI 


g2244876 




BLAST score 


381 




F. 3 1 n p 


1 . Oe-36 




Match length 


164 




% identity 


49 




NCBI Description 


( Z97338 ) hypothetical 


protein [Arabidopsis thai 


Seq. No. 


274010 




Contig ID 


47005 l.RlOll 




5 '-most EST 


uC-2mflb73237h04b2 




Seq. No. 


274011 




Contig ID 


47014 l.RlOll 




5 '-most EST 


LIB14 3-054-Q1-E1-A9 




Sea No. 


274012 




Contia ID 


47016 l.RlOll 




■5 '-most EST 


qmh70^027441.fl 




Mpi" h od 


BLASTX 




NCBI GI 


g3941480 




BLAST score 


149 




E value 


4.0e-09 




Match length 


38 




% identity 


74 




NCBI Description 


(AF062894) putative transcription factor [Arabi 




thaliana] 





38183 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274013 

47016_3,R1011 
wty700164353.hl 

274014 

47029_1.R1011 

uC-zmflB73043cllbl 

BLASTX 

gl658503 

283 

l.Oe-24 

308 

31 

(U75467) Atu [Drosophila melanogaster] 
274015 

47041_1.R1011 

fdz701164867.hl 

BLASTX 

g3121837 

497 

3.0e-50 

111 

82 

PHOSPHATIDATE CYTIDYLYLTRANSFERASE (CDP-DIGLYCERIDE 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) ( CTP : PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE) 
>gi_2182104_emb_CAA63004_ (X91909) CDP-diacylglycerol 
synthetase [Solanum tuberosum] 

274016 

47041_2,R1011 

gct701174081.hl 

BLASTX 

g3121837 

429 

4,0e-42 

91 

84 

PHOSPHATIDATE CYTIDYLYLTRANSFERASE (CDP-DIGLYCERIDE 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE) 
>gi_2182104_emb_CAA63004_ (X91909) CDP-diacylglycerol 
synthetase [Solanum tuberosum] 

274017 

47041__3.R1011 

uer700580213.hl 

BLASTX 

g3121837 

640 

4 .Oe-67 

138 
83 

PHOSPHATIDATE CYTIDYLYLTRANSFERASE (CDP-DIGLYCERIDE 



38184 



SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE) 
>gi_2182104__emb_CAA63004_ (X91909} CDP-diacylglycerol 
synthetase [Solanum tuberosum] 



Seq. No. 

Contig ID 
5 '-most EST 



274018 

47051_1.R1011 
LIB3060-015-Q1-K1-A7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274019 

47080_1.R1011 

uC-zmflb73230dl0b2 

BLASTX 

g465945 

151 

4.0e-09 

239 
28 

HYPOTHETICAL 88.1 KD PROTEIN K02D10.1 IN CHROMOSOME III 

>gi_630670_pir S44837 K02D10.1 protein - Caenorhabditis 

elegans >gi__289686 (L14710) homology with 

4-nitrophenylphosphatase and mouse synaptosomal associated 
protein 25; putative [Caenorhabditis elegans] 



Seq, No. 
Contig ID 
5 ' -most EST 



274020 

47089_1.R1011 
uC-zmflmol72 68a06bl 



Seq. No. 
Contig ID 
5 '-most EST 



274021 

47103_1,R1011 
LIB143-055-Q1-E1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



274022 

47107_1.R1011 

LIB143-055-Q1-E1-C11 

BLASTX 

gl200239 

333 

2.0e-67 

155 
84 

(X87690) GAMyb protein [Hordeum vulgare] 



274023 

47109_1.R1011 

qmh700027501,fl 

BLASTX 

gll97461 

932 

l.Oe-101 
241 

77 

(X78819) casein kinase 



I [Arabidopsis thaliana] 



274024 
47117 1. 



RlOll 



38185 




5 '-most EST 


uC-zmflb73088hllb2 


Seq, No, 


274025 


Contig ID 


47120 l.RlOll 


5 '-most EST 


wty700163870.hl 


Method 


BLASTX 


NCBI GI 


g4530066 


BLAST score 


219 


E value 


2.0e-17 


Match length 


161 


% identity 


29 


NCBI Description 


(AF060544) androgen receptor associated protein 54 




sapiens] 


Seq. No. 


274026 


Contig ID 


47123 l.RlOll 


5 '-most EST 


LIB143-055-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g3355486 


BLAST score 


420 


E value 


7.0e-41 


Match length 


113 


% identity 


74 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 


Seq. No. 


274027 


Contig ID 


47128 l.RlOll 


5 '-most EST 


mwy700442378.hl 


Method 


BLASTX 


NCBI GI 


g2244899 


BLAST score 


148 


E value 


2.0e-09 


Match length 


88 


% identity 


39 


NCBI Description 


(Z97338) similar to UFDl protein [Arabidopsis thai 


Seq. No. 


274028 


Contig ID 


47135 l.RlOll 


5 '-most EST 


LIB3069-008-Q1-K1-A5 


Seq. No. 


274029 


Contig ID 


47152 l.RlOll 


5 '-most EST 


LIB3067-047-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4586246 


BLAST score 


1276 


E value 


l.Oe-141 


Match length 


418 


% identity 


57 


NCBI Description 


(AL049640) putative protein [Arabidopsis thaliana] 


Seq. No. 


274030 


Contig ID 


47156 l.RlOll 


5 '-most EST 


LIB143-056-Q1-E1-A10 


Seq. No. 


274031 


Contig ID 


47158_1.R1011 



38186 



5 '-most EST 



wty700168817.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274032 

47163_1.R1011 

uC-zmroteosinte035c04b2 

BLASTX 

g3059131 

4 97 

3,0e-50 

154 

57 

{AJ000478) cytochrome P450 [Helianthus tuberosus] 



Seq, No, 
Contig ID 
5 '-most EST 



274033 

47170_1.R1011 
LIB143-056-Q1-E1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274034 

47173_1.R1011 

zuv700354427.hl 

BLASTX 

g2190419 

352 

3.0e-33 

81 

81 

(Y13632) dem [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274035 

47188_1.R1011 

uC-zmflmol7037el2bl 

BLASTN 

g3821780 

35 

7.0e-10 

35 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Contig ID 
5 '-most EST 



274036 

47188_2.R1011 
xsy700207451.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274037 

47192_1.R1011 

LIB30 67-04 4-Q1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274038 

47208_1.R1011 

hbs701183244.hl 

BLASTX 

g4432844 

174 

3.0e-20 

143 
40 

(AC006283) unknown protein [Arabidopsis thaliana] 



38187 





Sea No. 


274039 




Contia ID 


47213 l.RlOll 




S'-most EST 


f C-zmf 17004 64 992a2 




Seq. No, 


274040 




Contig ID 


47215 l.RlOll 




5 '-most EST 


uC-zmflmol7202al0bl 




Method 


BLASTX 




NCBI GI 


gl877397 




BLAST score 


991 




E value 


1. Oe-112 




M;^trh If^^ncrth. 


217 




% identity 


88 




NCBI Desciription 


(Y11591) shaggy-like 




Seq, No. 


274041 




Contig ID 


47215 2.R1011 


□ 


5 '-most EST 


LIB143-057-Q1-E1-A1 




Method 


BLASTX 




NCBI GI 


g2129739 




BLAST score 


1075 




E value 


l.Oe-117 




Match length 


221 




% identity 


90 




NCBI Description 


shaggy-like kinase e" 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- Arabidopsis thaliana 
>gi_1161512_emb_CAA64409_ (X94939) shaggy-like kinase etha 
[Arabidopsis thaliana] >gi_1627 516_emb_CAA7 0144_ (Y08947) 
shaggy-like kinase etha [Arabidopsis thaliana] 

274042 

47215_3.R1011 

xmt700267777.hl 

BLASTX 

g2129739 

383 

8.0e-37 

84 

87 

shaggy-like kinase etha - Arabidopsis thaliana 
>gi_1161512_emb_CAA64409_ (X94939) shaggy-like kinase etha 
[Arabidopsis thaliana] >gi_1627516_emb_CAA70144__ (Y08947) 
shaggy-like kinase etha [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274043 

47215_4.R1011 

LIB3069-030-Q1-K1-G11 

BLASTX 

gl480078 

263 

2.0e-24 

79 
80 

(X99696) shaggy-like protein kinase iota [Arabidopsis 
thaliana] >gi_2444277 (AF019927) GSK3/shaggy-like protein 
kinase [Arabidopsis thaliana] 



38188 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274044 

47219_1.R1011 

uC-zmrob73006allbl 

BLASTX 

g2598589 

291 

l.Oe-49 

188 
51 

(Y15367) MtN19 [Medicago truncatula] 



274045 

47228_1.R1011 

dyk70G105716.hl 

BLASTX 

g2662310 

478 

4.0e-48 

113 

83 

{AB009307) bpwl 



[Hordeum vulgare] 



274046 

47242^1. RlOll 
LIB143-057-Q1-E1-C6 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



274047 

47247^1. RlOll 
gct701176057.hl 

274048 

47251_1.R1011 

tzu700201809.hl 

BLASTX 

g4322940 

279 

2.0e-24 

98 

29 

(AF096299) DNA-binding protein 2 



[Nicotiana tabacum] 



274049 

47256_1.R1011 

LIB143-057-Q1-E1-E1 

BLASTX 

g4263696 

337 

2.0e-31 

142 
51 

(AC006223) hypothetical protein [Arabidopsis thaliana] 
274050 

47279^1. RlOll 
pmx700085750.hl 
BLASTX 
g4585993 



38189 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



503 

6.0e-51 

143 

62 

(AC005287; 
thaliana] 



Similar to serine/threonine kinases [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



274051 

47281_1.R1011 
yyf700348315.hl 

274052 

47293_1.R1011 
uC-zmflb73134gl0bl 

274053 

47303_1.R1011 
LIB143-061-Q1-E1-E9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



274054 

47316_1.R1011 

wyr700244333.hl 

BLASTX 

g3695408 

148 

l.Oe-14 

62 

71 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4 538 95 6_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

274055 

47317_1.R1011 

LIB143-058-Q1-E1-C3 

BLASTX 

g3096922 

308 

3.0e-28 

131 
51 

(AL023094) putative protein [Arabidopsis thaliana] 
274056 

47319__1,R1011 

xsy700212459.hl 

BLASTX 

g4063002 

178 

8,0e-13 

156 

33 

(AB021703) fr [Neurospora crassa] 
274057 

47323 l.RlOll 



38190 



® 



5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



LIB143-058-Q1-E1-D1 

BLASTX 

g4539303 

207 

3.0e-16 

77 

53 

(AL049480) putative protein [Arabidopsis thaliana] 



274058 

47331_1.R1011 

uC- zmf Imo 1 7 2 9 7b0 3b 1 

BLASTX 

g2815292 

565 

7.0e-58 

190 

57 

(Y15962) Germin-like protein 1 



[Hordeum vulgare] 



274059 

47339_1.R1011 

hvj700623362.hl 

BLASTX 

g4432814 

874 

l.Oe-111 

385 

46 

(AC006593) unknown protein [Arabidopsis thaliana] 
274060 

47348_1.R1011 
LIB143-058-Q1-E1-F6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274061 

47350_1.R1011 

uC-zmflmol7273ellbl 

BLASTN 

g3821780 

36 

8 .Oe-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
274062 

47350_6.R1011 
uC-zmflb7 3028hl0bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



274063 

47352_1.R1011 

xjt700093365.hl 

BLASTX 

gl001430 

161 

8.0e-ll 



38191 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
61 

(D63999) ORFl [Synechocystis sp. ] 
274064 

47364_1.R1011 

uC-zmflb73202g09bl 

BLASTX 

g478740 

478 

5.0e-48 

121 

82 

phenylalanine ammonia-lyase (EC 4.1.3.5] 



rice 



274065 

47373_1.R1011 

zuv700354745.hl 

BLASTX 

g2924509 

270 

3.0e-23 

147 

43 

(AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274066 

47381_1.R1011 
ntr700076364,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274067 

47388__1.R1011 

LIB143-059-Q1-E1-B3 

BLASTX 

g3738323 

440 

2.0e-43 

126 

64 

(AC005170) hypothetical protein [Arabidopsis thaliana] 
274068 

47388_2.R1011 
uC-zmflb73319b01bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



274069 

47412_1.R1011 
LIB143-059-Q1-E1-E1 

274070 

47419_1.R1011 

LIB3061-055-Q1-K1-F9 

BLASTX 

g4105101 

230 

4.0e-19 



38192 



Match length 98 
% identity 51 

NCBI Description {AF043086) dehydrin 11 [Hordeum vulgare] 

Seq. No. 274071 
Contig ID 47422^1 . RlOll 

5^-inost EST ceu700433005 . hi 

Method BLASTX 
NCBI GI gl351945 
BLAST score 745 
E value 8.0e-79 
Match length 204 
% identity 68 

NCBI Description FLORAL HOMEOTIC PROTEIN APETALA2 >gi_533709 (U12546) 
APETALA2 protein [Arabidopsis thaliana] 
>gi_24 64888_emb_CAB167 65,l_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



274072 

47422_2.R1011 
wyr700237359.hl 

274073 

47422__4 .RlOll 
uC-zmroB73013c05bl 



Seq. No. 
Contig ID 
5 '-most EST 



274074 

47424_1. RlOll 
tzu700205612.hl 



Seq. No. 

Contig ID 
5 '-most EST 



274075 

47424_2. RlOll 
uC-zmroteosinte083f 04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274076 

47437_1. RlOll 

uC-zmflmol7303b04bl 

BLASTX 

g2443881 

359 

8.0e-34 

168 
48 

(AC002294) contains beta-transducin motif [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274077 

47442_1. RlOll 

ceu700426716.hl 

BLASTX 

gll73618 

190 

3.0e-14 

128 
38 

(U33885) CCAAT-binding factor B subunit homolog [Brassica 
napus] >gi_1336841_bbs_176378 (S81261) CCAAT-binding factor 



38193 



B subunit, CBF-B subunit=HAP2 subunit homolog 
{alternatively spliced, shorter form} [Brassica napus, cv. 
Westar, Peptide^ 303 aa] [Brassica napus] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274078 

47447_1.R1011 

LIB143-059-Q1-E1-H6 

BLASTX 

g2649345 

252 

2.0e-21 

91 

49 

{AE001019) tryptophan synthase, 
[Archaeoglobus fulgidus] 



subunit beta (trpB-l) 



Seq. No. 


Z / 4 u / y 


L/Ontig lu 




D -mosL boi 


UU ZmrXD / 0-L01DUOd.Z 


Seq. No. 


274080 


L^onng lu 


f± / ^ f± ^ X . X\X U ± X 


o -most EbT 


uwc /UUiooloo .ni 


Method 


"DT 7\ CTV 
bLAo 1 A 


NCBI GI 


giz 10 O IZ 


DijAbi score 


^ U J 


E value 


0 . ue— o y 


Match lengtn 


1 CI 

1 Dl 


% identity 


4 P 


NCBI Description 


(Uooi/u) proDenazore 






Seq. No. 


274081 


Contig ID 


47461 l.RlOll 


5 '-most EST 


uC-zmflb7 3300b08bl 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


749 


E value 


3.0e-79 


Match length 


337 


% identity 


42 


NCBI Description 


(AC006232) putative 


Seq. No. 


274082 


Contig ID 


47461 3.R1011 


5 '-most EST 


LIB3060-035-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2129636 


BLAST score 


195 


E value 


7.0e-15 


Match length 


75 


% identity 


52 


NCBI Description 


lipase - Arabidopsis 



(D82066) PBZl [Oryza sativa] 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



274083 

47468 l.RlOll 



38194 



® 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



qmh700029981.fl 

BLASTX 

gl69459 

262 

l.Oe-22 

96 

49 

(M18538) pop3 peptide [Populus balsamifera subsp. 
trichocarpa X Populus deltoides] 



Seq. No. 
Contig ID 
5 '-most EST 



274084 

47473_1.R1011 
LIB143-060-Q1-E1-C3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



274085 

47475_1.R1011 

uC-zmflmol7220bllbl 

BLASTX 

g3510249 

191 

2.0e-14 

115 

35 

(AC005310) unknown protein [Arabidopsis thaliana] 
274086 

47480_1.R1011 
xjt700092546.hl 

274087 

47491_1.R1011 
uC-zmf ImO 17 08 6h0 6bl 

274088 

47495_1.R1011 
LIB143-060-Q1-E1-E7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274089 

47500_1.R1011 

LIB143-060-Q1-E1-F4 

BLASTX 

g2224810 

220 

9.0e-18 

81 
54 

(Z97022) cysteine proteinase [Hordeum vulgare] 
274090 

47504_1.R1011 
LIB143-060-Q1-E1-G1 



Seq. No. 

Contig ID 
5 '-most EST 



274091 

47511_1.R1011 
fwa700099721.hl 



Seq. No. 



274092 



38195 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47521_1.R1011 
wty700172434.hl 

274093 

47522_1.R1011 

uC-zmrob73080d09bl 

BLASTX 

g2160189 

350 

6.0e-33 

158 

48 

(AC000132) Similar to A. 
kinase (gb_RLK5_ARATH) 



from this gene. [Arabidopsis thaliana] 



thaliana receptor-like protein 
ESTs gb_ATTS0475,gb__ATTS4362 come 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



274094 

47531_1.R1011 
uC-zmflb73251d01b3 

274095 

47531_2.R1011 
pmx700084593.hl 

274096 

47543_1.R1011 
uC-zmflb73078gl2b2 



274097 

47544_1,R1011 

dyk700106363.hl 

BLASTX 

g2564237 

220 

7.0e-18 

84 
50 

(Y10112) omega-6 



desaturase [Gossypium hirsutum] 



274098 

47548_1.R1011 
LIB143-061-Q1-E1-B9 

274099 

47551_1,R1011 

ntr700073218.hl 

BLASTX 

g2444271 

395 

3.0e-38 

177 

40 

(AF019637) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

274100 

47553 l.RlOll 



38196 



5 '-most EST 



uC-zmrob73002h04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No- 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



274101 

47562_1.R1011 
LIB3136-054-Q1-K1-E9 

274102 

47563_1.R1011 
fdz701165755.hl 

274103 

47564_1.R1011 

nbm700464708.hl 

BLASTX 

g2467272 

498 

5.0e-50 

224 
28 

(Z99759) hypothetical protein [Schizosaccharomyces pombe] 
274104 

47564^2. RlOll 
uC-zmromol7017b02al 

274105 

47567_1.R1011 

LIB143-061-Q1-E1-D9 

BLASTX 

g560610 

178 

l.Oe-12 

73 

42 

trypsin inhibitor, WTI [Triticum aestivum-wheat , variety 
San Pastore, endosperm. Peptide, 71 aa] 

274106 

47567^3. RlOll 
wyr700235413.hl 

274107 

47583^1. RlOll 

LIB143-061-Q1-E1-F6 

BLASTX 

g2500649 

164 

2.0e-18 

169 

34 

PROBABLE RNA 3 ' -TERMINAL PHOSPHATE CYCLASE 
(RNA-3' -PHOSPHATE CYCLASE) (RNA CYCLASE) 

274108 

47586_1.R1011 

xsy700213271.hl 

BLASTX 



38197 



® 



g2632252 
475 

3.0e-47 

215 
46 

(Y12464) serine/threonine kinase [Sorghum bicolor] 

Seq. No. 274109 

Contig ID 47586^2 ,R1011 

5'-most EST ymt700223309 . hi 

Method BLASTN 

NCBI GI g485376 

BLAST score 83 

E value 5.0e-39 

Match length 91 

% identity 99 

NCBI Description Zea mays alpha-3-tubulin gene, complete cds 

Seq. No. 274110 

Contig ID 47593_1.R1011 

5 '-most EST LIB143-061-Q1-E1-G5 

Seq. No. 274111 

Contig ID 475^95_1.R1011 

5 '-most EST LIB143-061-Q1-E1-G7 

Seq. No. 274112 

Contig ID 47602^1 .RlOll 

5'-most EST xsy700208175 . hi 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 3.0e-10 

Match length 48 

% identity 67 

NCBI Description Xenopus laevis cDNA clone 27A6-1 
274113 

47609^1. RlOll 
LIB143-062-Q1-E1-A1 
BLASTX 
g4056437 
169 

7.0e-12 

79 
48 

(AC005990) Strong similarity to PFAM PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

Seq, No. 274114 

Contig ID 47610_1 . RlOll 

5 '-most EST LIB143-062-Q1-E1-A10 

Method BLASTX 

NCBI GI g550438 

BLAST score 208 

E value 2.0e-16 

Match length 80 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38198 



% identity 54 

NCBI Description (X81829) cytochrome P450 [Zea mays] 

>gi_1870201_emb_CAA72208_ (Y11404) cytochrome p450 [Zea 

mays] 



Seq. No. 
Contig ID 
5 '-most EST 



274115 

47617_1.R1011 
ntr700074867.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274116 

47627_1.R1011 
rvl700457013.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274117 

47630__1.R1011 

uer700583920.hl 

BLASTX 

g2190992 

613 

2.0e-63 

220 
53 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274118 

47637_1.R1011 

uC-zmflb73116d03b2 

BLASTX 

g2979552 

361 

6.0e-34 

186 
43 

(AC003680) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274119 

47647_1.R1011 

uC-2mroteosinte041al2bl 

BLASTX 

g3550661 

587 

2.0e-60 

206 
57 

(AJ001310) 
tuberosum] 



39 kDa EF-Hand containing protein [Solanum 



Seq. No. 

Contig ID 
5 '-most EST 



274120 

47652_1.R1011 
uC-zmflmol7 367a08al 



Seq. No. 
Contig ID 
5 '-most EST 



274121 

47652_2.R1011 
LIB143-062-Q1-E1-E3 



Seq. No. 



274122 



38199 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47654__1,R1011 

LIB3066-055-Q1-K1-C4 

BLASTX 

g2623298 

795 

8.0e-85 

216 
69 

(AC002409) 
thaliana] 



putative 4-alpha-glucanotransferase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274123 

47654^2. RlOll 

LIB3066-054-Q1-K1-E2 

BLASTX 

g2623298 

1188 

l.Oe-131 
274 
78 

(AC002409) 
thaliana] 



putative 4-alpha-glucanotransferase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274124 

47654__4.R1011 

xmt700262606.hl 

BLASTX 

g2623298 

589 

4.0e-61 

122 
85 

(AC002409) putative 4-alpha-glucanotransferase [Arabidopsxs 
thaliana] 



Seq. No. 274125 

Contig ID 47656_1 . RlOll 

5'-most EST uer700577275 . hi 

Method BLASTX 

NCBI GI g4376650 

BLAST score 209 

E value l.Oe-16 

Match length 68 

% identity 59 

NCBI Description (AE001621) GcpE Protein [Chlamydia pneumoniae] 



Seq. No. 274126 

Contig ID 47663^1 . RlOll 

5 '-most EST LIB3066-011-Q1-K1-C10 

Method BLASTX 

NCBI GI g3150410 

BLAST score 424 

E value l.Oe-41 

Match length 148 

% identity 55 

NCBI Description (AC004165) unknown protein [Arabidopsis thaliana] 



38200 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274127 

47681_1.R1011 

LIB143-062-Q1-E1-H10 

BLASTX 

g3482979 

519 

l.Oe-52 

143 
65 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274128 

47685_1.R1011 

uC-zmflb73157c03b2 

BLASTX 

g3293551 

384 

l.Oe-36 

314 

31 

(AF072697) SHYC [Mus musculus] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274129 

47715_1.R1011 

uC-zmflmol7059c05bl 

BLASTX 

g4185136 

796 

6.0e-85 

285 
51 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274130 

47721_1.R1011 

LIB143-063-Q1-E1-D2 

BLASTX 

g2130135 

434 

l.Oe-42 

83 
93 

heat shock factor (clone hsfc) 



maize (fragment) 



274131 

47732_1.R1011 

uC-zmflMol7 006g04bl 

BLASTX 

g4406820 

295 

2.0e-26 

118 

50 

(AC006201) putative ras superfamily member [Arabidopsis 



38201 



thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274132 

47736_1.R1011 

LIB143-063-Q1-E1-E8 

BLASTX 

gl723231 

189 

8.0e-14 

120 

36 

HYPOTHETICAL 27.1 KD PROTEIN C1D4.09C IN CHROMOSOME I 
>gi__1177342_enib_CAA93218_ (Z69239) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



274133 

47739_2.R1011 
LIB143-063-Q1-E1-F11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274134 

47744_1.R1011 

pmx700083772.hl 

BLASTX 

g417482 

1187 

l.Oe-130 

364 

61 

PROTEIN FARNESYLTRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANSFERASE ) { FTASE-BETA) >gi_5 4196 6_pir JQ2 254 

farnesyl-diphosphate farnesyltransf erase (EC 2.0.1.21) beta 
chain - garden pea >gi_169049 (L08664) f arnesyl-protein 
transferase beta-subunit [Pisum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274135 

47746_1.R1011 

uer700580028.hl 

BLASTX 

g3746059 

633 

6.0e-66 

227 

56 

{AC005311) putative cysteinyl-tRNA synthetase [Arabidopsrs 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



274136 

47753_1.R1011 

LIB143-063-Q1-E1-G2 

BLASTX 

g3850568 

201 

l.Oe-15 

125 
39 



38202 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005278) Similar to hypothetical protein SPAC2F7.14c 
gi_1052797 from Schizosaccharomyces pombe cosmid gb_Z50142, 
[Arabidopsis thaliana] 

274137 

47764_1.R1011 

LIB84-023-Q1-E1-D3 

BLASTX 

g2506931 

243 

2.0e-20 

154 

35 

APYRASE PRECURSOR (ATP-DIPHOSPHATASE) (ADENOSINE 
DIPHOSPHATASE) (ADPASE) (ATP-DIPHOSPHOHYDROLASE) 

>gi_2129977_pir JC4616 apyrase (EC 3.6.1.5) - potato 

>gi_1381633 (U58597) ATP-diphosphohydrolase [Solanum 
tuberosum] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274138 

47765^1. RlOll 

uC-zmflb73303fllbl 

BLASTX 

g4455285 

275 

4.0e-24 

106 

76 

(AL035527) hypothetical protein [Arabidopsis thaliana] 



274139 

47800__1.R1011 

wty700171765.hl 

BLASTX 

g2648379 

164 

5.0e-ll 

98 

42 

(AE000956) isochorismatase 



(entB) [Archaeoglobus fulgidus] 



274140 

47804_1.R1011 

tzu700203312.hl 

BLASTX 

g4337046 

217 

3.0e-17 

60 
70 

(AF124162) molybdopterin synthase sulphurylase [Nicotiana 
plumbaginif olia] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



274141 

47804_2.R1011 

ymt700224203.hl 

BLASTX 



38203 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4337040 
1007 

l.Oe-110 

263 

73 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi_4 337 042_gb_AAD18051_ (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274142 

47806_1.R1011 

vux700157303.hl 

BLASTX 

gl373392 

392 

6.0e-38 

87 
77 

(U57787) permatin precursor [Avena sativa] 



Seq, No. 274143 

Contig ID 47812_1 . RlOll 

5 '-most EST uC-zmf lmol7057allbl 

Seq. No. 274144 

Contig ID 47812_2 . RlOll 

5 '-most EST uC-zmf lmol7140f 07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274145 

47813_1. RlOll 

LIB143-064-Q1-E1-E5 

BLASTX 

g2244994 

919 

l.Oe-99 

206 

80 

(Z97341) similarity to isp4 protein 
[Arabidopsis thaliana] 



fission yeast 



Seq. No. 274146 
Contig ID 47816_1 . RlOll 

5'-most EST vux700157483 . hi 



Seq. No. 274147 

Contig ID 47827_1 . RlOll 

5' -most EST LIB143-064-Q1-E1-G11 

Method BLASTX 

NCBI GI g4455208 

BLAST score 234 

E value 2.0e-19 

Match length 83 

% identity 53 

NCBI Description (AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 274148 
Contig ID 47832_1 . RlOll 



38204 



® 



5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



uC-zmflb7328 6d04bl 

BLASTN 

g4234841 

122 

9. Oe-62 

270 

92 

Zea mays copia-like retrotransposon Sto-1, partial sequence 
274149 

47850_1.R1011 

uC-zmflmol7130h03bl 

BLASTX 

g2827002 

435 

4.0e-43 

91 

90 

(AF005993) HSP70 [Triticum aestivum] 
274150 

47857_1.R1011 
LIB143-065-Q1-E1-B4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274151 

47860_1.R1011 

gct701175666.hl 

BLASTX 

g4115538 

400 

7.0e-39 

138 

58 

(AB012116) UDP-glycose: flavonoid glycosyltransf erase [Vigna 
mungo] 

274152 

47862_1.R1011 

pmx700089135.hl 

BLASTX 

g2146739 

1022 

l.Oe-111 

270 
73 

hexokinase (EC 2, 



7.1.1) 1 - Arabidopsis thaliana >gi_881521 



(U28214) hexokinase 1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



274153 

47869_1.R1011 

LIB30 68-008-Q1-K1-A8 

BLASTX 

g4115379 

267 

3.0e-23 

89 

60 



38205 



NCBI Description 



{AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



274154 

47879_1.R1011 

dyk700103191.hl 

BLASTX 

g3021357 

232 

3.0e-19 

85 
58 

(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

274155 

47880_1.R1011 

ntr700076977.hl 

BLASTX 

g4163997 

1311 

l.Oe-158 

338 

75 

{AF087483) alpha-xylosidase precursor [Arabidopsis 
thaliana] 

274156 

47886_1.R1011 
LIB3137-036-Q1-K1-E3 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



274157 

47890_1.R1011 
LIB36-014-Q1-E1-D4 

274158 

47897^1. RlOll 

LIB3061-052-Q1-K1-D3 

BLASTX 

gl255852 

341 

9.0e-32 

221 
36 

{U53339) 
elegans] 



simmilar to enoyl-CoA hydratases [Caenorhabditis 



274159 

47902_1.R1011 
uC-zmflmol7217e08bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



274160 

47908_1.R1011 
xjt700096252.hl 

274161 

47919 l.RlOll 



38206 



5* -most EST 


uwc700151156.hl 


Sea No 


274162 


Contig ID 


47920 l.RlOll 


5 '-most EST 


LIB3069-042-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4586038 


BLAST score 


380 


E value 


2.0e-36 


Match length 


117 


% identity 


67 


NCBI Description 


{AC007109) putative heat shock protein 




thaliana] 


Seq. No. 


274163 


Contig ID 


47920 2,R1011 


5 '-most EST 


yyf700350678.hl 


Method 


BLASTX 


NCBI GI 


g2842490 


BLAST score 


344 


F. Vri 1 IIP 


3 . Oe-32 


Match length 


114 


% i dent i t v 


61 


NCBI Description 


(AL021749) heat-shock protein [Arabidop 


Sea No 


274164 


Contia ID 


47934 l.RlOll 


5 '-most EST 


LIB14 3-066-Q1-E1-B7 


Method 


BLASTN 


NCBI GI 


g3821780 


RLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Sea No 


274165 


Hnni- in TV) 


47944 1 RlOll 


5 ' -most EST 


LIB143'-066-Ql-El-C8 


Sea No 


274166 


Contig ID 


47948 1. RlOll 


5 '-most EST 


kem700611202.hl 


Method 


BLASTX 


NCBI GI 


g4337207 


BLAST score 


269 


E value 


l.Oe-27 


Match length 


141 


% "i fieri t* i t v 


52 


INWlJX L/C O ^ -1. U J- 1 


fAPnnfi4n'^^ nutatlve 7inr' — finaer orotein 




i-hpi 1 1 an;:i 1 >ai 4'^FiS?nS ah AAn?'n3?4 1 AFO 

UilClJ LCliiCtJ -^yjL r± ^ O ^ il. ij ^''^ .f^r^J-/^ -J ^ ^ T . X £^L. \J 




C2H2 zinc finger protein FZF [Arabidops 


Seq. No. 


274167 


Contig ID 


47966 1. RlOll 


5 '-most EST 


xjt700093879.hl 


Method 


BLASTX 



1 (AF095588) 



38207 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4038055 
176 

l.Oe-12 

102 
42 

(AC0058 97) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 {AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274168 

47973_1,R1011 
pwr700450189.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274169 

47980_1.R1011 
uC-zmflmol7247b01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274170 

47988^1. RlOll 

LIB143-067-Q1-E1-H3 

BLASTX 

g3292849 

265 

l.Oe-22 

140 

45 

(AJ007582) arginine methyltransferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274171 

47990_1.R1011 
LIB14 3-066-Q1-E1-H5 



Seq. No. 
Contig ID 
5 '-most EST 



274172 

47991_1.R1011 
LIB143-066-Q1-E1-H6 



Seq. No, 
Contig ID 
5 '-most EST 



274173 

47999_1.R1011 
pmx700084509.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



274174 

48024_1.R1011 
pmx700091784.hl 

274175 

48032_1.R1011 
LIB14 3-067-Q1-E1-E3 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



274176 

48035_1.R1011 

uC-zmflb73095e01bl 

BLASTX 

g2735017 

936 

l.Oe-101 

203 



38208 



% identity 

NCBI Description 



90 

(U82481) KI domain interacting kinase 1 [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



274177 

48050_1.R1011 
xyt700343354.hl 

274178 

48066_1.R1011 

LIB3118-002-Q1-K1-C1 

BLASTX 

g2114207 

486 

l.Oe-48 

113 

85 

(D86744) glutaredoxin [Oryza sativa] 
274179 

48067_1.R1011 
LIB143-067-Q1-E1-H9 



Seq. No. 274180 

Contig ID 48073_1 . RlOll 

5'-most EST wyr700244150 . hi 

Seq. No. 274181 

Contig ID 48073_3 . RlOll 

5'-most EST hvj 700621320 . hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274182 

48074_1. RlOll 

LIB14 3-0 68-Q1-E1-A4 

BLASTX 

g2462822 

367 

4.0e-35 

127 
60 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



274183 

48088_1. RlOll 

fwa700100861.hl 

BLASTX 

gl352461 

446 

2.0e-44 

94 
93 

IN2-2 PROTEIN 
274184 

48088__2. RlOll 
wyr700243664.hl 
BLASTX 
g728744 



38209 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



316 

2.0e-29 

70 

83 

AUXIN-INDUCED PROTEIN PCNT115 >gi_100305__pir S16390 

auxin-induced protein - common tobacco 

>gi_197 99_ernb_CAA39708_ {X56267) auxin-induced protein 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274185 

48093_1.R1011 

LIB3136-004-Q1-K1-D12 

BLASTX 

g2827715 

596 

9.0e-62 

194 

9 

{AL0216B4) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



274186 

48096_1.R1011 

uC-zmflb73063hl2bl 

BLASTN 

g435941 

103 

l.Oe-50 

239 

86 

Oryza sativa Nipponbare bZIP DNA-binding factor (osZIP-la) 
mRNA, complete cds 

274187 

48096_2.R1011 

uC-zmflb73317g02bl 

BLASTX 

g435942 

281 

8.0e-25 

77 

69 

(U04295) DNA-binding factor of bZIP class [Oryza sativa] 
274188 

48096_3.R1011 

uC-zmflmol7197h06bl 

BLASTX 

g435942 

223 

4.0e-18 

100 
51 

(U04295) DNA-binding factor of bZIP class [Oryza sativa] 
274189 

48098 l.RlOll 



38210 



5 '-most EST 



LIB143-068-Q1-E1-D2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274190 

48109_1,R1011 

LIB143-068-Q1-E1-E4 

BLASTX 

g3876615 

424 

4.0e-48 

241 
45 

{Z74031) Similarity to Yeast D-lactate dehydrogenase 
(SW:DLD1_YEAST) ; cDNA EST EMBL:C12235 comes from this gene; 
cDNA EST~EMBL:C12 916 comes from this gene; cDNA EST 
EMBL:C10532 comes from this gene; cDNA EST EMBL:C10979 
comes f 



Seq. No. 

Contig ID 
5 '-most EST 



274191 

48111^1. RlOll 
LIB3066-010-Q1-K1-A1 



Seq. No. 
Contig ID 
5 '-most EST 



274192 

48116_1.R1011 ' 
wyr700242618.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274193 

48142_1.R1011 
tym700023114.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274194 

48149_1.R1011 

LIB148-008-Q1-E1-D12 

BLASTX 

g4204263 

146 

6.0e-09 

40 

65 

{AC005223) 40409 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274195 

48149_2.R1011 
LIB148-043-Q1-E1-H6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274196 

48157_1.R1011 

LIB148-041-Q1-E1-F8 

BLASTX 

g2342735 

374 

l.Oe-35 

111 
68 

(AC002341) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



274197 

48159 l.RlOll 



38211 



5 '-most EST 


LIB148-007-Q1-E1-E4 


Method 


BLASTX 


NCBI GI 


g4204263 


RT.A*^T score 


367 


Ej V CLJ_ U.C 


l.Oe-34 


M^^'tT'h 1 P'ncjth 


147 


2r -1 Hpn 1 1 1 V 


48 


NCBI Description 


(AC005223) 40409 [Arabidopsis thaliana] 


Sea No. 


274198 


Contig ID 


48159 2.R1011 


S ' -■mn<^t F.ST 


LIB148-028-Q1-E1-F10 


Method 


BLASTN 


NCBI GI 


g22458 


RTiAST score 


86 


V "^r^ 1 n P 

£j V CL -L Li~ 


2 . Oe-40 




86 


Sr "i Hp n't" "1 "t" \7 


100 


NCBI Description 


Z.mays pollen specific mRNA C-terminal (clone 4H7) 


Sprr No 


274199 


Contig ID 


48164 l.RlOll 


^'-■mo=i1- F.ST 


LIB3066-037-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2239262 


RT.A?iT score 


2413 


Hi V LLC 


0 Op+00 




534 




78 


NPRT npscrintion 


(Y13285) pectin methy^lesterase-like protein [Zea mays; 


O ti • LN • 


274200 


Contia ID 


48164 2.R1011 




LIB30^6-017-Ol-Kl-G9 




BLASTX 


NCBI GI 


g4455337 


BLAST score 


443 


E value 


6.0e-44 




144 


& -! Hpn t "i t V 


58 


MPRT np'^cTT nt' "i on 


(AL035525) pectinesterase-like protein [Arabidopsis 




thaliana ] 


O C Vj[ • L\\J * 


274201 


Pont 1 a ID 


48165 l.RlOll 




T.TR14 8^-001-Ol-El-Cll 


Method 


BLASTX 


NCBI GI 


g3798740 


RT.AST cirTiTP 
DJ_!iiO X C" w j_ "c; 


179 


Ej V dx Lit; 


2 . Oe-12 


M^^'hr'h 1 PDrrth 
L let I— 11 


158 


% identity 


32 


NCBI Description 


(AB011261) supercoiling factor [Drosophila melanogast 


Seq. No. 


274202 


Contig ID 


48175 l.RlOll 


5 '-most EST 


LIB148-025-Q1-E1-C5 



38212 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274203 

48180_1.R1011 
LIB3067-044-Q1-K1-H6 

274204 

48180_2.R1011 
LIB148-011-Q1-E1-A5 

274205 

48182_1.R1011 
LIB3066-013-Q1-K1-E4 

274206 

48182_2.R1011 
LIB148-044-Q1-E1-A3 

274207 

48182_3.R1011 
LIB148-041-Q1-E1-E9 

274208 

48183_1.R1011 
LIB3066-053-Q1-K1-B8 

274209 

48184_1.R1011 
LIB148-033-Q1-E1-D12 

274210 

48189_1.R1011 
LIB148-001-Q1-E1-E12 

274211 

48194_1.R1011 

LIB148-009-Q1-E1-D6 

BLASTX 

g2281085 

393 

l.Oe-49 

168 

61 

{AC002333) CTRl protein kinase isolog [Arabidopsis 
thaliana] 



274212 

48201_1.R1011 

LIB14 8-005-Q1-E1-F6 

BLASTX 

g4539383 

555 

9.0e-57 

224 
48 

(AL035526) putative protein 
thaliana] 



(fragment) [Arabidopsis 



38213 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



274213 

48207_1.R1011 
LIB148-001-Q1-E1-F8 

274214 

48215_1,R1011 

LIB3066-003-Q1-K1-F11 

BLASTX 

g3367520 

857 

5.0e-92 

248 

65 

(AC004392) Similar to protein kinase APKIA, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 

274215 

48215_2.R1011 
LIB148-051-Q1-E1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274216 

48215__3.R1011 

LIB148-022-Q1-E1-C8 

BLASTX 

g4580398 

611 

3.0e-63 

176 

64 

(AC007171) 
thaliana] 



putative protein kinase APKIA [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



274217 

48221_1.R1011 

LIB14 8-001-Q1-E1-H12 

274218 

48222_1.R1011 

uC-zmroteosinte006dl0bl 

BLASTX 

gl705450 

416 

3.0e-40 

220 
42 

BEM46 PROTEIN >gi_987287 {U29892) temperature sensitive 
supressor of Saccharomyces cerevisiae beml/bud5 
[Schizosaccharomyces pombe] 

274219 

48222_2.R1011 
uC-zmflmol7399e08al 



Seq. No. 

Contig ID 
5 '-most EST 



274220 

48227_1.R1011 
LIB148-018-Q1-E1-G3 



38214 



Method 


BLASTX 


NCBI GI 




BLAST score 


286 


E value 


l.Oe-25 


Match length 


87 


% identity 


64 


NCBI Description 


(AF012B97) HvB12D homolog [Oryza sativa] 


Seq. No. 


274221 


Contig ID 


48228 l.RlOll 


5 ' -most EST 


LIB148-030-Q1-E1-A12 


Method 


BLASTX 


NCBI GI 


g2104536 


BLAST score 


733 


E value 


9.0e-78 


Match length 


193 


% identity 


64 


NCBI Description 


(AF001308) predicted glycosyl transferase 




thaliana] 


Seq. No. 


274222 


Contig ID 


48246 l.RlOll 


5 most EST 


LIB3066-047-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4539330 


BLAST score 


1182 


E value 


l,0e-130 


Match length 


290 


% identity 


78 


NCBI Description 


(AL035679) putative receptor-like protein 




[Arabidopsis thaliana] 


Seq. No. 


274223 


Contig ID 


48257 l.RlOll 


5 '-most EST 


LIB148-033-Q1-E1-B1 


Method 


BLASTX 


NCBI GI 


g533692 


BLAST score 


176 


E value 


2.0e-12 


Match length 


54 


% identity 


57 


NCBI Description 


(U12150) protease inhibitor [Glycine max] 


Seq, No. 


274224 


Contig ID 


48266 l.RlOll 


5 '-most EST 


LIB148-065-Q1-E1-F1 


Seq. No. 


274225 


Contig ID 


48267 l.RlOll 


5 '-most EST 


uC-zmflb73174c08bl 


Method 


BLASTX 


NCBI GI 


g2982243 


BLAST score 


383 


E value 


2.0e-36 


Match length 


154 


% identity 


54 



NCBI Description (AF051204) hypothetical protein [Picea mariana] 



38215 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274226 

48267_2.R1011 

xjt700094030.hl 

BLASTX 

g2982243 

279 

8.0e-25 

82 

63 

(AF051204) hypothetical protein [Picea mariana] 



Seq. No. 


274227 


Contig ID 


48289 l.RlOll 


5 ' -most EST 


hbs701181820.hl 


Qecf No . 


274228 


ron1-ia ID 


48291 l.RlOll 


5 ' -most EST 


LIB148-002-Q1-E1-F5 


Met* hod 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


374 


K lie 


2. Oe-35 


Match length 


341 


% identity 


29 


KiPRT Dp "riot ion 


(AL035353) Proline-rich 




thaliana] 


Qpri No 


274229 


Contig ID 


48298 l.RlOll 


5 '-most EST 


LIB148-002-Q1-E1-G12 


Seq. No. 


274230 


Contig ID 


48301 l.RlOll 


5 '-most EST 


LIB148-030-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g3183989 


BLAST score 


322 


E value 


l.Oe-29 


Match length 


185 


% identity 


42 


NCBI Description 


{AJ005172) P69E protein 


Seq. No. 


274231 


Contig ID 


48308 l.RlOll 


5 '-most EST 


uC-zmflmol7161elObl 


Method 


BLASTN 


NCBI GI 


g312180 


BLAST score 


157 


E value 


l.Oe-82 


Match length 


197 


% identity 


95 


NCBI Description 


Z.mays GapC4 gene 


Seq. No. 


274232 


Contig ID 


48309 l.RlOll 


5 '-most EST 


LIB148-002-Q1-E1-H11 



38216 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4218011 

1120 

l.Oe-123 

319 
71 

{AC006135) putative protein kinase 
>gi_4309721_gb_AAD154 91_ (AC006439) 



[Arabidopsis thaliana] 
putative 



serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5^ -most EST 



274233 

48316_1.R1011 
LIB3066-033-Q1-K1-C12 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274234 

48345_1.R1011 

LIB148-013-Q1-E1-D8 

BLASTX 

gl084442 

631 

3.0e-78 

353 

43 

cellulase (EC 3.2.1.4) - European elder 
>gi_575404_emb_CAA52343_ (X74290) cellulase [Sambucus 
nigra] 

274235 

48358_1.R1011 

xyt700343803.hl 

BLASTX 

g3850587 

434 

2.0e-42 

222 

51 

{AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



274236 

48361_1.R1011 

LIB148-003-Q1-E1-D8 

BLASTX 

g2213632 

428 

4.0e-42 

124 

64 

{AC000103) F21J9.24 
274237 

48377_1.R1011 

LIB148-003-Q1-E1-F7 

BLASTX 

g3152590 

441 



[Arabidopsis thaliana] 



38217 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-43 

112 

71 

(AC002986) Similar to protein serine/threonine kinase NPK15 
gb_D31737 from Nicotiana tabacum. [Arabidopsis thaliana] 

274238 

48379__1.R1011 

uC-zmflb73298d02bl 

BLASTX 

g3928097 

713 

4.0e-75 

296 
47 

(AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274239 

48379__2.R1011 

LIB3137-015-Q1-K1-F1 

BLASTX 

g3928097 

213 

5.0e-17 

76 

51 

(AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274240 

48392_1.R1011 

uC-2mrob7 300 6e0 Ibl 

BLASTX 

gl362066 

620 

3.0e-66 

190 

71 

small GTP-binding protein - garden pea 

>gi_871510_emb_CAA90080_ (Z4 9900) small GTP-binding protein 
[Pi sum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274241 

48392__3.R1011 

uC-zmflmol7078b03bl 

BLASTX 

gl370190 

633 

7.0e-66 

152 
80 

(Z73944) RAB8A [Lotus japonicus] 
274242 

48394_1.R1011 
clt700042945.fl 



38218 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274243 

48399_1.R1011 

LIB3066-008-Q1-K1-E11 

BLASTX 

g2244956 

181 

2.0e-13 

90 

41 

(Z97340) strong similarity to pectinesterase [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274244 

48422_1.R1011 

LIB3066-018-Q1-K1-D11 

BLASTX 

gl546692 

438 

5.0e-43 

205 
44 

{X98805) peroxidase ATP19a [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274245 

48427_1.R1011 
LIB3066-011-Q1-K1-G3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274246 

48430_1.R1011 

LIB14 8-004 -Q1-E1-C9 

BLASTX 

g3204125 

192 

2.0e-14 

64 

59 

(AJ006766) putative Pi starvation-induced protein [Cicer 
arietinum] 



Seq. No. 

Contig ID 
5 '-most EST 



274247 

48442_1.R1011 
uC-zmroteosinte031g07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274248 

48449_1.R1011 

uC-zmflb7 3167c04b2 

BLASTX 

g4468813 

311 

4.0e-28 

103 
55 

(AL035601) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



274249 

48449 2.R1011 



38219 



5 '-most EST 


LIB3060-048-Q1-K1-F3 


Method 


BLASTX 




ct4 4 68813 


BLAST score 


623 


E value 


9.0e-65 


Match length 


211 


% identity 


55 


NCBI Description 


(AL035601) putative protein [Arabidopsis 


Seq. No. 


274250 


Contig ID 


48452 l.RlOll 


5 • -most EST 


uC-zmflmol7057d09bl 


Method 


BLASTX 


IN ^ O J- O -L 


a4455359 


BLAST score 


400 


E value 


l.Oe-38 


Match length 


267 


% identity 


38 


NCBI Description 


(AL035524) putative protein [Arabidopsis 


Seq. No. 


274251 


Contig ID 


48461 l.RlOll 


5* -most EST 


LIB3066-046-Q1-K1-A4 


Method 


BLASTX 






BLAST score 


467 


E value 


l.Oe-46 


Match length 


149 


"o iCl^XiL-LUy 


(SO 


NCBI Description 


{AC005287) Unknown protein [Arabidopsis 


Seq. No. 


274252 


Contig ID 


48484 l.RlOll 


5 '-most EST 


LIB3066-002-Q1-K1-F4 


Seq. No. 


274253 


Contig ID 


48499 l.RlOll 


5 '-most EST 


LIB148-006-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g3776559 


BLAST score 


892 


E value 


8.0e-96 


Match length 


424 


% identity 


46 


NCBI Description 


(AC005388) Strong similarity to gene F14 



cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



274254 

48509_1.R1011 

LIB3066-011-Q1-K1-E11 

BLASTX 

g2459424 

617 

5,0e-64 
242 



38220 



S; -1 Hprrh "i 1" V 


51 


NCBI Description 


(AC002332) unknown protein [Arabidopsis ■ 


Seq. No. 


274255 


Contig ID 


48522 l.RlOll 


5 '-most EST 


LIB148-044-Q1-E1-D7 


Seq. No. 


274256 


Contig ID 


48527 l.RlOll 


5 '-most EST 


LIB14 8-018-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g2642215 


BLAST score 


162 


E value 


9.0e-ll 


Match length 


40 




72 


NCBI Description 


(AF030386) NOI protein [Arabidopsis thai 


Seq. No. 


274257 


Contig ID 


48529 l.RlOll 


5 '-most EST 


uC-zmflmol7132cl2bl 


Seq. No. 


274258 


Contig ID 


48553 l.RlOll 


5 '-most EST 


LIB148-052-Q1-E1-A4 


Method 


BLASTX 


NCBI GI 


g2493493 


BLAST score 


313 


E value 


2.0e-28 


Match length 


144 


% identity 


44 


NCBI Description 


SERINE CARBOXYPEPTIDASE II-l PRECURSOR ( 



(CP-MII, 1) 

>gi_619352_bbs_153538 CP-MII . l=serine carboxypeptidase 
[Hordeum vulgare==barley, cv. Alexis^ aleurone, Peptide^ 
aa] 



324 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274259 

48564_1.R1011 

LIB148-011-Q1-E1-E2 

BLASTX 

gl076386 

454 

5.0e-45 

97 

85 

protein kinase ADKl - Arabidopsis thaliana >gi_1216484 
(U48779) dual specificity kinase 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



274260 

48564_2,R1011 

LIB148-021-Q1-E1-H6 

BLASTX 

gll03318 

301 

3.0e-27 

68 
78 



38221 



NCBI Description 



(X78818) casein kinase I [Arabidopsis thaliana] 
>gi_2244791_emb_CABl0213.1_ {Z97336) casein kinase I 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274261 

48565_1.R1011 

LIB148-024-Q1-E1-G7 

BLASTX 

g2459424 

357 

6.0e-34 

129 

53 

(AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



274262 

48570_1.R1011 

LIB148-018-Q1-E1-F2 

BLASTX 

g3450842 



BLAST score 


227 


E value 


l.Oe-18 


Match length 


82 


% identity 


51 


NCBI Description 


{AF080436) mitogen activatec 




sativa] 


Seq. No. 


274263 


Contig ID 


48575 l.RlOll 


5 '-most EST 


cyk700052242.fl 


Method 


BLASTX 


NCBI GI 


g4468993 


BLAST score 


359 


E value 


5.0e-34 


Match length 


92 


% identity 


72 


NCBI Description 


(AL035605) putative protein 


Seq. No. 


274264 


Contig ID 


48594 l.RlOll 


5 '-most EST 


LIB3066-014-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g282965 


BLAST score 


227 


E value 


2.0e-18 


Match length 


74 


% identity 


53 


NCBI Description 


transforming protein (myb) 




petunia >gi_20565_emb_CAA78 




X hybridal 


Seq. No. 


274265 


Contig ID 


48596 2,R1011 


5 '-most EST 


LIB3066-017-Q1-K1-B4 


Seq. No. 


274266 


Contig ID 


48596_3.R1011 



homolog (clone myb.Ph3) - garden 



38222 



5 '-most EST 



LIB148-036-Q1-E1-A6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



274267 

48607_1.R1011 

LIB14 8-025-Q1-E1-B10 

274268 

48611_1.R1011 

uC-zmflb73143f09bl 

BLASTX 

g4206640 

647 

l.Oe-67 

180 

72 

(AF072858) zinc transporter ZAT [Arabidopsis thaliana] 
274269 

48611_2.R1011 

uC-zmflmol7077d07bl 

BLASTX 

g3510254 

252 

2.0e-21 

87 

60 

(AC005310) putative zinc transporter [Arabidopsis thaliana] 
274270 

48617_1.R1011 

uC-zmflmol7075h04al 

BLASTX 

g2231312 

146 

6.0e-09 

71 
52 

(U75603) AtRabl8 [Arabidopsis thaliana] 
274271 

48617_2.R1011 

uwc700153220.hl 

BLASTX 

gl370174 

442 

7.0e-44 

104 

83 

(Z73936) RABIY [Lotus japonicus] 
274272 

48624_1.R1011 

LIB14 8~033-Q1-E1-E4 

BLASTX 

g2723471 

1537 

l.Oe-171 



38223 



Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 



441 
67 

(D87819) sucrose transporter [Oryza sativa] 
274273 

48634_1.R1011 

LIB148-006-Q1-E1-F6 

BLASTX 

g3152560 

350 

8.0e-33 

133 

50 

(AC00298 6) Strong similarity to ser/thr protein kinases, 
especially gb__X97980 from solanum berthaultii, gb_X90990 
from solanum tuberosum and gb_D10909 from A. thaliana. 
[Arabidopsis thaliana] 

274274 

48636__1.R1011 

LIB14 8-061-Q1-E1-B12 



Seq. No. 
Contig ID 
5 '-most EST 



274275 

48639_1.R1011 

LIB14 8-032-Q1-E1-G12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274276 

48649_1.R1011 

uC-zmflmol724 0d08bl 

BLASTX 

g3702323 

1307 

l.Oe-147 

382 

68 

(AC005397) unknown protein [Arabidopsis thaliana] 
274277 

48678_1.R1011 
LIB14 8-007-Q1-E1-C1 



Seq. No. 
Contig ID 
5 '-most EST 



274278 

48682_1.R1011 
LIB148-007-Q1-E1-C2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274279 

48700_1.R1011 

uC-zmflmol704 8a03bl 

BLASTX 

g4063750 

387 

2.0e-37 

135 

55 

(AC005851) putative indole-3-acetate 

beta-glucosyltransf erase synthetase [Arabidopsis thaliana] 



38224 



Seq. No. 

Contig ID 
5 '-most EST 



274280 

48700_2.R1011 
fxb700397577.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274281 

48714_1.R1011 

LIB148-007-Q1-E1-F4 

BLASTX 

g2829889 

529 

l.Oe-53 

167 

66 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
274282 

48718__1.R1011 

LIB148-007-Q1-E1-F9 

BLASTX 

g4512667 

608 

7.0e-63 

176 

65 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
274283 

48732^1. RlOll 
LIB148-046-Q1-E1-D2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274284 

48750_1.R1011 

LIB14 8-045-Q1-E1-B6 

BLASTX 

g3015488 

400 

l.Oe-38 

202 
43 

(U58474) receptor-like protein kinase [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



274285 

48784_1.R1011 

nbm700468664,hl 

BLASTX 

g3075399 

264 

2.0e-22 

275 
28 

(AC004484) SF16-like protein [Arabidopsis thaliana] 
274286 

48796_1.R1011 

LIB3066-029-Q1-K1-E12 

BLASTN 



38225 



WrRT CJ 

L\\^lJ J. O JL 


a22264 


BLAST score 


151 


E value 


3.0e-79 


Match length 


155 


5^ 1 £n TO "H 1 'i~ "x 7' 

^ j.a.eri L -L u_y 




NCBI Description 


Maize DNA for Ds (bz-wm) controlling element 


Seq. No. 


274287 




1 Rini1 


5 '-most EST 


uC-zmflb73147b05bl 


Seq. No. 


274288 




AfifiO^ 1 "R1 01 1 

rt O O KJ X.r\.±UXX 


5 '-most EST 


LIB148-030-Q1-E1-G8 


Seq. No, 


274289 


(^/-s-r\4- -1 rr T Pi 

uoni-iy lU 


4 O O <i U 


5 '-most EST 


LIB148-008-Q1-E1-H5 


Seq. No. 


274290 


Contig ID 


48823 l.RlOll 


5 '-most EST 


LIB3066-003-Q1-K1-A2 


Seq. No. 


274291 


Contig ID 


48823 2.R1011 


5 '-most EST 


LIB148-039-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g4646203 


Dijiio -L score 


o / u 


E value 


5.0e-69 


Match length 


301 


% identity 


45 


NCBI Description 


(AC007230) Belongs to PF_00026 Eukaryotic a 




family. [Arabidopsis thaliana] 


Seq. No. 


274292 


Contig ID 


48829 l.RlOll 


5 '-most EST 


LIB148-009-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


gl30718 


BLAST score 


180 


E value 


6.0e-13 


Match length 


101 


% identity 


33 



(Dsl-related) 



NCBI Description 



ACID PHOSPHATASE PRECURSOR 1 >gi_170370 {M83211) acid 
phosphatase type 1 [Lycopersicon esculentum] >gi_170372 
(M67474) acid phosphatase type 5 [Lycopersicon esculentum] 

>gi_445121_prf 1908427A acid phosphatase 1 [Lycopersicon 

esculentum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



274293 

48842_1.R1011 

LIB14 8-009-Q1-E1-B5 

BLASTX 

g4490737 

145 

4.0e-09 



38226 



Match length 

% identity 

NCBI Description 



(AL035708) putative protein [Arabidopsis thaliana] 





Seq. No. 


Z / 4 z y 4 




Contig ID 


48850 l.RlOll 




5 '-most EST 


LIB3066-030-Q1-K1-C4 




Method 


BLASTX 




NCBI GI 


„o no £ZQ Cii 
gJUoboU / 




BLAST score 


355 




E value 


l.Oe-33 




Match length 


123 




% identity 


61 




NCBI Description 


(AL022373) putative protein [Arabidopsi. 




Seq, No. 


274295 




Contig ID 


48851 l.RlOll 




5 '-most EST 


pmx700091036.hl 




Seq. No. 


274296 




Contig ID 


4o 0 / b 1 . KlU 1 i 


f:.l 


5 '-most EST 


LIB148-064-Q1-E1-F6 




Method 


BLASTX 




NCBI GI 


g2398681 




BLAST score 


346 




E value 


3.0e-50 




Match length 


134 




% identity 


71 




NCBI Description 


(Y14798) 3-deoxy-D-arabino-heptulosonat 






synthase [Morinda citrifolia] 




Seq. No. 


z74^y / 


b 


Contig ID 


48882 l.RlOll 


ri 


5 '-most EST 


LIB148-038-Q1-E1-G1 




Method 


BLASTX 




NCBI GI 


g3935148 




BLAST score 


246 




E value 


2.0e-20 




Match length 


78 




% identity 


59 




NCBI Description 


(AC005106) T25N20.12 [Arabidopsis thali 




Seq. No. 






Contig ID 


48883 l.RlOll 




5 '-most EST 


LIB148-052-Q1-E1-H9 




Method 


BLASTX 




NCBI GI 


g4Q06902 




BLAST score 


305 




E value 


3,0e-27 




Match length 


276 




% identity 


31 




NCBI Description 


(Z99708) putative protein [Arabidopsis 




Seq. No. 


274299 




Contig ID 


48885 l.RlOll 




5 '-most EST 


LIB148-009-Q1-E1-F5 




Method 


BLASTX 



38227 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4335763 
396 

2.0e-38 

157 

48 

(AC006284; 



unknown protein [Arabidopsis thaliana] 



274300 

48892_1.R1011 

LIB148-030-Q1-E1-B6 

BLASTX 

g3805765 

601 

3.0e-62 

178 

68 

(AC005693) putative protein kinase [Arabidopsis thaliana] 
274301 

48918_1.R1011 

LIB148-010-Q1-E1-A9 

BLASTX 

g4415931 

514 

5.0e-52 

161 

61 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053. 1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 


274302 


Contig ID 


48919 l.RlOll 


5 '-most EST 


LIB148-010-Q1-E1-B1 


Seq. No. 


274303 


Contig ID 


48920 l.RlOll 


5 '-most EST 


LIB148-014-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g639722 


BLAST score 


571 


E value 


8,0e-78 


Match length 


208 


% identity 


71 


NCBI Description 


( L2 7 4 8 4 ) calcium-dependent 


Seq. No. 


274304 


Contig ID 


48920 2.R1011 


5 '-most EST 


LIB3066-011-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g639722 


BLAST score 


1539 


E value 


l.Oe-172 


Match length 


356 


% identity 


80 


NCBI Description 


( L2 7 4 8 4 ) calcium-dependent 



38228 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274305 

48934_1,R1011 

xsy700209607.hl 

BLASTX 

g3935187 

1497 

l.Oe-167 

436 

67 

(AC004557) F17L21.30 [Arabidopsis thaliana] 
274306 

48934_2.R1011 

wyr700235267.hl 

BLASTX 

g3935187 

540 

5.0e-55 

170 

63 

{AC004557) F17L21.30 [Arabidopsis thaliana] 
274307 

48934__3.R1011 

LIB148-029-Q1-E1-E9 

BLASTX 

g3513727 

202 

8.0e-16 

63 

68 

{AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 , 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

274308 

48940_1.R1011 

LIB148-010-Q1-E1-D11 

BLASTX 

g4531442 

788 

5.0e-84 

331 
51 

(AC006224) hypothetical protein [Arabidopsis thaliana] 
274309 

48943_1.R1011 
LIB14 8-012-Q1-E1-B5 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



274310 

48948_1.R1011 

LIB148-022-Q1-E1-F3 

BLASTX 

gl364059 



38229 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292 

3.0e-26 

130 
44 

dioscorin class A precursor - Dioscorea cayenensis 
>gi_4334 63_emb_CAA53781_ (X76187) storage protein 
[Dioscorea cayenensis] 





Seq. No. 


Z / ^ O X 1 




Contig ID 


48960 l.RlOll 




5 '-most EST 


LIB148-036-Q1-E1-E2 




Seq. No. 


274312 




Contig ID 


48966 l.RlOll 




5^ -most EST 


LIB148-028-Q1-E1-D6 




Method 


BLASTX 




NCBI GI 


g3183991 




BLAST score 


320 




E value 


9.0e-30 




Match length 


160 




% identity 




EOi 


NCBI Description 


(AJ005173) P69F prote 




Seq. No. 


274313 




Contig ID 


48972 l.RlOll 




5 '-most EST 


LIB30 66-02 3-Ql-Kl-Ei: 


y ^ 


Method 


BLASTN 




NCBI GI 


g454880 




BLAST score 


57 




E value 


3.0e-23 




Match length 


133 




% identity 


92 




NCBI Description 


Rice mRNA for WSI724 






complete cds 




Seq. No. 


274314 




Contig ID 


48984 l.RlOll 




5 '-most EST 


LIB3068-020-Q1-K1-C3 




Method 


BLASTX 




NCBI GI 


g3540179 




BLAST score 


666 




E value 


l.Oe-69 




Match length 


246 




% identity 


52 




NCBI Description 


(AC004122) putative 



thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274315 

48985_1.R1011 
LIB3137-013-Q1-K1-D11 



Seq. No. 
Contig ID 
5 '-most EST 



274316 

48999_1.R1011 
uC-zmflb73201h04bl 



Seq. No. 

Contig ID 



274317 

49031 l.RlOll 



38230 



5 '-most EST 



LIB148-052-Q1-E1-F6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274318 

49033_1.R1011 

uC-zmflmol7 018a01al 

BLASTX 

g4467156 

1086 

l.Oe-118 

318 

63 

(AL035540) putative protein [Arabidopsis thaliana] 
274319 

49033^2. RlOll 

uC-zmflb73126h04al 

BLASTX 

g4467156 

179 

6.0e-13 

54 

63 

(AL035540) putative protein [Arabidopsis thaliana] 
274320 

49033__3.R1011 

LIB3066-027-Q1-K1-H1 

BLASTX 

g4467156 

678 

3.0e-71 

178 
69 

(AL035540) putative protein [Arabidopsis thaliana] 
274321 

49040_1.R1011 

nbm700467327,hl 

BLASTX 

g3047114 

371 

3.0e-35 

178 
45 

(AF058919) No definition line found [Arabidopsis thaliana] 



274322 

49043_1.R1011 

LIB148-037-Q1-E1- 

BLASTX 

g4539351 

283 

3.0e-25 



F5 



62 

(AL035539) 



putative protein [Arabidopsis thaliana] 



38231 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274323 

49046_1.R1011 

LIB3066-034-Q1-K1-H4 

BLASTX 

g4191774 

298 

9.0e-27 

113 

54 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274324 

49048_1.R1011 

LIB148-035-Q1-E1-A9 

BLASTX 

g3868853 

171 

l.Oe-11 

117 

36 

(AB013853) GPI-anchored protein [Vigna radiata] 



Seq. No. 

Contig ID 
5 '-most EST 



274325 

49048_3.R1011 
LIB14 8-025-Q1-E1-E9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274326 

49049_1.R1011 

LIB148-011-Q1-E1-F5 

BLASTX 

g4567229 

157 

l.Oe-10 

69 
39 

(AC007119) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274327 

49051_1.R1011 
LIB148-011-Q1-E1-F8 



Seq. No. 
Contig ID 
5 '-most EST 



274328 

49057_1.R1011 
LIB148-011-Q1-E1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274329 

49062_1.R1011 

LIB148-011-Q1-E1-G7 

BLASTX 

g4337196 

223 

8.0e-18 

159 
31 

(AC006403) putative serine/threonine receptor kinase 



38232 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274330 

49067_1,R1011 
LIB148-042-Q1-E1-C7 

274331 

49070_1.R1011 

pwr700452780,hl 

BLASTN 

g4185305 

50 

8.0e-19 

88 
53 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

274332 

49097_1.R1011 

LIB148-012-Q1-E1-B9 

BLASTX 

gl706318 

565 

2.0e-58 

136 

79 

GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 

>gi_1362098_pir S56177 probable glutamate decarboxylase 

tomato >gi_995555__emb_CAA56812_ (X80840) homology to 
pyroxidal-5' -phosphate-dependant glutamate decarboxylases 
putative start codon [Lycopersicon esculentum] 

274333 

49102_1.R1011 

LIB148-012-Q1-E1-C3 

BLASTX 

g4567310 

187 

9.0e-14 

81 
52 

{AC005956) unknown protein [Arabidopsis thaliana] 
274334 

49104_1.R1011 

LIB14 8-012-Q1-E1-C5 

BLASTX 

gl834353 

269 

3.0e-23 

198 

40 

(Y10986) hypothetical protein 194 [Arabidopsis thaliana] 



38233 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274335 

49105_1.R1011 

hvj700624540.hl 

BLASTX 

gll70745 

349 

8.0e-33 

111 

59 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA14-A >gi_167326 
{M88321) Group 4 late einbryogenesis -abundant protein 
[Gossypium hirsutum] >gi_167328 (M88322) Group 4 late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274336 

49109_1.R1011 

LIB148-012-Q1-E1-D11 

BLASTX 

g3252806 

162 

6.0e-ll 

86 

36 

(AC004705) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274337 

49129_1.R1011 

LIB148-012-Q1-E1-E9 

BLASTX 

g4006878 

425 

8.0e-42 

154 

51 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274338 

49140__1.R1011 
LIB148-012-Q1-E1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274339 

49146_1.R1011 

LIB148-012-Q1-E1-G2 

BLASTX 

g4539303 

334 

4.0e-31 

132 
52 

(AL04 9480) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



274340 

49148_1.R1011 

LIB148-033-Q1-E1-D8 

BLASTX 

g2760326 

192 



38234 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



2.0e-14 

103 

42 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
274341 

49154_1.R1011 

LIB148-012-Q1-E1-H1 

BLASTX 

g3360289 

675 

9.0e-71 

216 
60 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

274342 

49156_1.R1011 

LIB148-012-Q1-E1-H11 

BLASTX 

g2244771 

417 

9,0e-41 

204 

48 

(Z97335) kinesin homolog [Arabidopsis thaliana] 
274343 

49179_1.R1011 

LIB148-030-Q1-E1-D8 

BLASTX 

g2335096 

464 

5.0e-46 

333 

36 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
274344 

49184_1.R1011 

LIB148-013-Q1-E1-B5 

BLASTX 

g2829898 

178 

6.0e-13 

80 

40 

(AC002311) Hypothetical protein [Arabidopsis thaliana] 
274345 

49188_1.R1011 
LIB3066-044-Q1-K1-C5 



Seq. No. 
Contig ID 
5 '-most EST 



274346 

49199_1.R1011 
qmh700029165.fl 



38235 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g401190 

410 

8.0e-40 

102 
78 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_100715_pir S25551 

thaumatin-like protein - rice >gi_2037 6_emb_CAA4 8278_ 
(X68197) thaumatin-like protein [Oryza sativa] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



274347 

49199_2.R1011 

LIB148-013-Q1-E1-C9 

BLASTX 

g3290006 

652 

3.0e-68 
151 

82 

{U82201) pathogenesis related protein-5 [Zea mays] 
274348 

49202_1.R1011 

LIB148-013-Q1-E1-D11 

BLASTX 

gl346756 

239 

4.0e-20 

71 

68 

SERINE/THREONINE PROTEIN PHOSPHATASE PPl ISOZYME 3 

>gi_421852__pir S31087 phosphoprotein phosphatase (EC 

3.1.3,16) 1 catalytic chain (clone T0PP3) - Arabidopsis 
thaliana >gi_166799 (M93410) phosphoprotein phosphatase 1 
[Arabidopsis thaliana] 

274349 

49206_1.R1G11 

LIB148-04 9-Q1-E1-D12 

BLASTX 

g4544464 

166 

3.0e-ll 

154 

29 

(AC006580) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

274350 

49227_1.R1011 

LIB148-044-Q1-E1-E4 

BLASTX 

g4490706 

388 

3.0e-37 

124 

58 



38236 



NCBI Description (AL035680) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274351 

49236_1.R1011 
LIB3066-020-Q1-K1-D6 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274352 

49239_1.R1011 

LIB3066-035-Q1-K1-F12 

BLASTX 

g2529672 

273 

7.0e-24 

101 

50 

(AC002535) putative pectinesterase [Arabidopsis thaliana] 
274353 

49254^1. RlOll 
LIB148-013-Q1-E1-H7 



Seq. No, 

Contig ID 
5 '-most EST 



274354 

49267_1.R1011 
LIB148-014-Q1-E1-A9 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274355 

49287_1.R1011 

uC-zmrob73053f04al 

BLASTX 

g4586054 

158 

l.Oe-10 

63 

57 

(AC007020) unknown protein [Arabidopsis thaliana] 
274356 

49288_1.R1011 
LIB3066-006-Q1-K1-E5 

274357 

49294_1.R1011 

LIB148-014-Q1-E1-D5 

BLASTX 

g4417304 

400 

l.Oe-38 

111 

61 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274358 

49306_1.R1011 
LIB148-030-Q1-E1-B1 



38237 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5^ -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description ( 



274359 

49310_1.R1011 
LIB148-035-Q1-E1-C6 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



274360 

49315_1.R1011 
LIB148-025-Q1-E1-G3 
BLASTX 
g4099090 
621 

2.0e-64 

179 
61 

U83178) unknown [Arabidopsis thaliana] 



274361 

49325_1.R1011 
LIB3137-050-Q1-K1-H1 

274362 

49338__1.R1011 

zuv700355402.hl 

BLASTX 

g4539351 

361 

2.0e-34 

148 

51 

(AL035539) putative protein [Arabidopsis thaliana] 
274363 

49341_1.R1011 
uC-zmflb73092dl2b2 

274364 

49355_2.R1011 

LIB148-036-Q1-E1-F9 

BLASTX 

g3128224 

270 

l.Oe-23 

139 
43 

(AC004 077) putative protein serine/threonine kinase 
[Arabidopsis thaliana] 

274365 

49358_1.R1011 
nwy700444319.hl 

274366 

49358_2.R1011 
uC-2mflmol7 330d03bl 



Seq. No. 

Contig ID 
5 '-most EST 



274367 

49365_1.R1011 
LIB3066-048-Q1-K1-B7 



38238 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274368 

49374_1.R1011 

dyk700103756.hl 

BLASTX 

g4585996 

291 

7. Oe-26 

155 

37 

(AC005287) Hypothetical protein [Arafoidopsis thaliana] 
274369 

49376_1.R1011 

LIB148-015-Q1-E1-D1 

BLASTX 

g2829911 

346 

9.0e-33 

121 

56 

(AC002291) Unknown protein [Arabidopsis thaliana] 
274370 

49401_1.R1011 

LIB148-015-Q1-E1-F3 

BLASTX 

g2291232 

736 

9.0e-78 

308 
50 

(AF016427) similar to the AAA family of ATPases 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274371 

49402^1. RlOll 

uC-zmrob73022e03al 

BLASTX 

g2493321 

562 

4.0e-94 

314 

55 

L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 

>gi 2129952_pir S66353 L-ascorbate oxidase (EC 1.10.3.3) 

precursor - common tobacco >gi_599594_dbj_BAA07734_ 
(D43624) ascorbate oxidase precursor [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 



274372 

49435_1.R1011 
LIB148-016-Q1-E1-A2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



274373 

49436_1.R1011 

LIB148-049-Q1-E1-D8 

BLASTX 



38239 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3892058 
150 

l.Oe-09 

78 
37 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274374 

49438^1. RlOll 

LIB30 66-026-Q1-K1-G9 



Seq. No. 

Contig ID 
5 '-most EST 



274375 

49443_1.R1011 
LIB148-016-Q1-E1-D3 



Seq. No. 

Contig ID 
5 '-most EST 



274376 

49456_1.R1011 
LIB14 8-016-Q1-E1-C3 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274377 

49480_1.R1011 

LIB14 8-025-Q1-E1-G8 

BLASTX 

g4417291 

235 

3.0e-19 

96 

53 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
274378 

49502_1.R1011 

uC-zmflb73029c09bl 

BLASTX 

g3287695 

632 

4.0e-66 

141 
86 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_283220. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274379 

49508_1.R1011 

uC- zmf Imo 17245c09al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



274380 

49512_1.R1011 

LIB148-Q16-Q1-E1-H9 

BLASTX 

g2739366 

200 

l.Oe-15 

138 
38 



38240 



NCBI Description 



(AC002505) SF16 like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274381 

49524_1.R1011 
uC-zmflmol712 6fl0bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



274382 

49536_1.R1011 
LIB148-044-Q1-E1-C8 

274383 

49573_1.R1011 

LIB148-017-Q1-E1-F2 

BLASTX 

gl890776 

261 

2.0e-22 

223 
29 

(U88574) syringomycin biosynthesis enzyme [Pseudomonas 
syringae pv, syringae] 

274384 

49578^1. RlOll 
LIB3066-001-Q1-K1-G12 

274385 

49586__1.R1011 

LIB148-017-Q1-E1-G3 

BLASTX 

g2880046 

175 

2.0e-12 

96 

42 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
274386 

49591_1.R1011 

uC-zmflb73011h01bl 

BLASTX 

g4262154 

592 

l.Oe-60 

234 

51 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 

274387 

49600_1.R1011 

xyt700346223.hl 

BLASTX 

g4337191 

668 

4.0e-70 

183 



38241 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



69 

(AC006403) hypothetical protein [Arabidopsis thaliana] 



274388 

49600_2.R1011 

LIB3062-023-Q1-K1-A5 

BLASTX 

g2980764 

292 

4.0e-26 

84 

61 

(AL022198) putative protein 



[Arabidopsis thaliana] 



274389 

49608_1.R1011 

LIB30 66-032-Q1-K1-B6 

BLASTX 

g4417291 

459 

2.0e-45 

174 

55 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
274390 

49613__1.R1011 

pwf700321767.hl 

BLASTX 

g2388582 

1311 

l.Oe-179 

481 

65 

(AC000098) Contains similarity to Rattus 0-GlcNAc 
transferase (gb_U76557) . [Arabidopsis thaliana] 

274391 

49618_1.R1011 

LIB148-018-Q1-E1-B2 

BLASTX 

g2398679 

903 

l.Oe-97 

191 

88 

{ Y14797 ) 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 

274392 

49618_2.R1011 

LIB3066-011-Q1-K1-D4 

BLASTX 

g2398679 

720 

3.0e-76 
150 



38242 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5^ -most EST 



90 

(Y14797) 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 

274393 

49628_1.R1011 
bdu700382670.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274394 

49632__1.R1011 

LIB148-018-Q1-E1-C8 

BLASTX 

gl707015 

278 

5.0e-48 

140 

69 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 

274395 

49642_1.R1011 

LIB148-018-Q1-E1-D9 

BLASTX 

g4455192 

281 

7.0e-25 

155 

40 

(AL035440) putative protein [Arabidopsis thaliana] 
274396 

49645_1,R1011 

LIB148-022-Q1-E1-F1 

BLASTX 

g3108161 

846 

8.0e-91 

237 

67 

{AF061106) putative monosaccharide transporter 1 [Petunia x 
hybrida] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274397 

49652_1.R1011 

LIB3066-008-Q1-K1-H11 

BLASTX 

g99733 

664 

9.0e-70 

190 

68 

hypothetical protein Hlflk - Arabidopsis thaliana 
(fragment) >gi_164 82__emb__CAA4 4 318_ (X62461) Hlflk 
[Arabidopsis thaliana] 



Seq. No. 



274398 



38243 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49661_1.R1011 

LIB3066-053-Q1-K1-E12 

BLASTX 

g3785983 

238 

5.0e-20 

91 
49 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
274399 

49680_1.R1011 

LIB3066-014-Q1-K1-A4 

BLASTX 

g2827623 

886 

l.Oe-108 

330 
62 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274400 

49700_1.R1011 
LIB14 8-019-Q1-E1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



274401 

49706__1.R1011 

ymt700223244.hl 

BLASTX 

g732003 

236 

2.0e-19 

146 
42 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2125977_pir 184534 outer membrane lipoprotein - 

Escherichia coli >gi_536993 (U14003) ORF_fl77 [Escherichia 
coli] >gi_717134 {U21726) lipocalin precursor [Escherichia 
coli] >gi_1790592 (AE000487) outer membrane lipoprotein 
(lipocalin) [Escherichia coli] 

274402 

49706_4.R1011 
gct701177618.hl 



Seq. No. 

Contig ID 
5 '-most EST 



274403 

49721_1.R1011 
LIB148-062-Q1-E1-A6 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



274404 

49729_1.R1011 

LIB3066-021-Q1-K1-H5 

BLASTX 

g2914706 

445 

3.0e-44 

118 



38244 



% identity 

NCBI Description 



67 

(AC003974) putative hoitieobox protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274405 

49754_1.R1011 

LIB148-036-Q1-E1-F6 

BLASTX 

g728483 

173 

3.0e-12 

60 

53 

(L41046) endo-1, 4-beta-glucanase [Pisum sativum] 
274406 

49766_1.R1011 

LIB148-020-Q1-E1-A10 

BLASTX 

g4506725 

704 

2.0e-75 

143 

91 

ribosomal protein S4, X-linked 

>gi_1350997_sp_P12750_RS4_HUMAN 40S RIBOSOMAL PROTEIN S4, X 
ISOFORM (SINGLE COPY ABUNDANT MRNA PROTEIN) (SCRIO) 

>gi_7 0870_pir R3RT4 ribosomal protein S4 - rat 

>gi_70871_pir R3HU4X ribosomal protein S4.X - human 

>gi 1083572_pir ^A55276 ribosomal protein S4 - western wild 

mouse >gi_2148029_pir 148169 ribosomal protein S4 - 

hamster (Mesocricetus sp.) >gi_57135_emb_CAA32427_ (X14210) 
ribosomal protein S4 (AA 1 - 263) [Rattus rattus] 
>gi_200864 (M73436) ribosomal protein S4 [Mus musculus] 
>gi_220321_dbj_BAA01858_ (D11087) ribosomal protein S4 
[Mesocricetus sp.] >gi_337510 (M58458) ribosomal protein 
S4X isoform [Homo sapiens] >gi_2791861 (AF041428) ribosomal 
protein s4 X isoform [Homo sapiens] 

>gi_4115718_dbj_BAA36501_ (AB015610) ribosomal protein S4X 
[Chlorocebus aethiops] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274407 

49823_2.R1011 

ntr700073880.hl 

BLASTX 

g3341699 

189 

3.0e-14 

81 
46 

(AC003672) putative giberellin beta-hydroxylase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



274408 

49830_1.R1011 

LIB148-020-Q1-E1-G12 

BLASTX 

g417719 



38245 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1217 

l.Oe-134 

243 

99 

40S RIBOSOMAL PROTEIN S3 >gi_214 47 63_pir_R3HUS3 ribosomal 
protein S3 - human >gi_233042_bbs_42659 (S42658) S3 
ribosomal protein [human, colon, Peptide, 243 aa] [Homo 
sapiens] >gi_555941 (U14990) ribosomal protein S3 [Homo 
sapiens] >gi_555943 (U14991) ribosomal protein S3 [Homo 
sapiens] >gi_555945 {U14992) ribosomal protein S3 [Homo 
sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274409 

49833_1.R1011 

LIB3066-001-Q1-K1-D5 

BLASTX 

g4581150 

498 

2.0e-50 

170 

59 

(AC006919) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274410 

49837_1.R1011 
LIB148-036-Q1-E1-D5 



Seq. No. 
Contig ID 
5 '-most EST 



274411 

49843_1.R1011 
uC-zmflmol72 69a02al 



Seq. No. 
Contig ID 
5 '-most EST 



274412 

49859_1.R1011 
LIB148-021-Q1-E1-B6 



Seq. No. 

Contig ID 
5 '-most EST 



274413 

49860_1.R1011 
LIB148-021-Q1-E1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274414 

49865__1.R1011 

LIB3066-056-Q1-K1-C1 

BLASTX 

g2739382 

284 

4.0e-25 

206 

33 

(AC002505) myosin heavy chain-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274415 

49877_1.R1011 
LIB148-063-Q1-E1-C6 



Seq. No. 
Contig ID 



274416 

49899 l.RlOll 



38246 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB148-021-Q1-E1-F2 

BLASTX 

g4544384 

258 

7. Oe-22 

66 

80 

(AC007047) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274417 

49902_1.R1011 
LIB3062-019-Q1-K1-D9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274418 

49904__1.R1011 

LIB3066-020-Q1-K1-E7 

BLASTX 

gl669599 

314 

3.0e-28 

116 

58 

(D88746) AR791 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274419 

49912_1.R1011 

uC-zmflmol70112gllbl 

BLASTX 

g4467146 

1026 

l.Oe-111 

456 

45 

(AL035540) 
thaliana] 



galactosidase like protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



274420 

49933_1.R1011 
dyk700105747.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274421 

49943_1.R1011 

LIB3066-029-Q1-K1-F7 

BLASTX 

gl706082 

564 

6.0e-58 

173 

61 

SERINE CARBOXY PEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 

CP-MII . 3=serine carboxypeptidase [Hordeum vulgare=barley^ 

cv. Alexis, aleurone. Peptide, 516 aa] 

>gi__474392__emb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 



38247 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274422 

49951_1.R1011 

LIB148-022-Q1-E1-C11 

BLASTX 

g4337202 

370 

3.0e-35 
166 
47 

(AC006403) 
thaliana] 



putative endosperm-specific protein [Arabidopsis 



274423 

49953_1.R1011 

LIB148-022-Q1-E1-C2 

BLASTX 

g2760326 

339 

7.0e-32 

124 

50 

{AC002130) F1N21.11 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274424 

49956_1.R1011 

LIB14 8-022-Q1-E1-C7 

BLASTX 

g2642446 

590 

7.0e-61 

166 

69 

(AC002391) similar to auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

274425 

49958_1.R1011 
ceu700433990.h2 



Seq, No. 

Contig ID 
5 '-most EST 



274426 

49967_1,R1011 
LIB148-027-Q1-E1-D10 



Seq. No. 

Contig ID 
5 '-most EST 



274427 

49988_1.R1011 
LIB3066-004-Q1-K1-B1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274428 

49990_1.R1011 

zuv700356216.hl 

BLASTX 

g2388565 

214 

5.0e-17 

117 

43 

(AC000098) Similar to Prunus pectinesterase (gb_X95991) 



38248 



® 



[Arabidopsis thaliana] 



Seq. No. 


274429 


Contig ID 


50004 l.RlOll 


5 '-most EST 


LIB148-036-Q1-E1-G4 


Method 


hiijAo i A 


NCBI GI 


g2924781 


BLAST score 


612 


E value 


l.Oe-63 


Match length 




% identity 


70 


NCBI Description 


(AC002334) putative cellulose synthase [Arabidopsis 




thaliana] 


Seq. No. 


274430 


Contig ID 


50023 l.RlOll 


5 '-most EST 


LIB148-032-Q1-E1-E12 


Seq. No. 


274431 


Contig ID 


50024 l.RlOll 


5 '-most EST 


uC-zmflb73298h04bl 


Seq, No. 


274432 


Contig ID 


50033_1.R1011 


5 -most EdT 


Llbi4o — Uzoyiiljl tSo 


Method 


BLASTX 


NCBI GI 


g4538945 


BLAST score 


511 


E value 


l.Oe-51 


Match length 


122 


% identity 


74 


NCBI Description 


(AL049483) putative thioredoxin [Arabidopsis thaliana] 


Seq. No. 


274433 


Contig ID 


50034_1.R1011 


5 -most EST 


LiBoUDO-UUz-yi-lxl-rSo 


Method 


BLASTX 


NCBI GI 


g4309731 


BLAST score 


202 


E value 


2.0e-15 


Match length 


131 


% identity 


40 


NCBI Description 


(AC006439) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


274434 


Contig ID 


50056 l.RlOll 


5 '-most EST 


LIB14 8-023-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g2281094 


BLAST score 


215 


E value 


3.0e-17 


Match length 


118 


% identity 


39 


NCBI Description 


(AC002333) molybdenum cofactor biosynthesis protein E 




isolog [Arabidopsis thaliana] >gi_4 4 69121_emb_CAB38428 




(AJ133519) molybdopterin synthase large subunit 




[Arabidopsis thaliana] 




38249 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274435 

50062_1.R1011 

LIB148-023-Q1-E1-E5 

BLASTX 

gll5506 

221 

7.0e-18 

111 

41 

CALMODULIN >gi_7 1 688_pir MCKM calmodulin - Chlamydomonas 

reinhardtii >gi_167411 (M20729) calmodulin [Chlamydomonas 
reinhardtii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274436 

50065_1.R1011 

uC-zmflb73196h08bl 

BLASTX 

g4580398 

1139 

l.Oe-125 

322 
69 

{AC007171) putative protein kinase APKIA [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274437 

50065_2.R1011 
uC-zmflmol704 8e03bl 



Seq. No. 
Contig ID 
5 '-most EST 



274438 

50103_1.R1011 
LIB148-024-Q1-E1-A4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274439 

50115__1.R1011 

LIB148-024-Q1-E1-C2 

BLASTX 

g4454051 

695 

2.0e-73 

187 

67 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274440 

50124_1.R1011 
zuv700356072.hl 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



274441 

50132_1.R1011 

LIB36-001-Q1-E1-A2 

BLASTX 

gl370188 

1010 

l.Oe-110 



38250 



Match length 


205 


% identity 


y 1 


NCBI Description 


(273943) RAB7D [Lotus japonicus] 


Seq. No. 


274442 


LonLig lu 


^ \j J. o \j j..r\x\jj.j- 


5 '-most EST 


LIB148-035-Q1-E1-B4 


Seq. No, 


274443 


Contig ID 


50143 l.RlOll 


5 '-most EST 


LIB148-024-Q1-E1-E6 


Seq. No. 


274444 


Contig ID 


50167 l.RlOll 


5 '-most EST 


LIB148-024-Q1-E1-H1 


Method 


BLASTX 






BLAST score 


157 


E value 


2.0e-10 


Match length 


39 


% identity 


/ / 


NCBI Description 


(Z97343) hypothetical protein [Arab 


Seq. No. 


274445 


Contig ID 


50233 l.RlOll 


5 '-most EST 


uC-zmflb73189dllbl 


Seq. No. 


274446 


Contig ID 


50233 2.R1011 


5 '-most EST 


xjt700095295.hl 


Method 


BLASTX 


NCBI 01 


gi 0 / OZ D 


BLAST score 


478 


E value 


7.0e-48 


Match length 


100 


% identity 


84 


NCBI Description 


(U58919) beta-carotene hydroxylase 


Seq. No. 


274447 


Contig ID 


50233 3.R1011 


5 '-most EST 


LIB148-025-Q1-E1-F2 


Method 


BLASTX 


NCBI GI 


gio / ozyo 


BLAST score 


268 


E value 


3.0e-26 


Match length 


74 


% identity 


o u 


NCBI Description 


(U58919) beta-carotene hydroxylase 


Seq. No. 


274448 


Contig ID 


50233 4.R1011 


5 '-most EST 


fC-zmle700426259d3 


Seq. No. 


274449 ^ 


Contig ID 


50243 l.RlOll 


5 '-most EST 


LIB148-025-Q1-E1-G11 



38251 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274450 

50251_1,R1011 

bdu700383007.hl 

BLASTX 

g3080420 

319 

2*0e-29 

81 

70 

{AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274451 

50254_1.R1011 

mwy700440963.hl 

BLASTX 

g3395439 

435 

l.Oe-42 

238 
40 

(AC004683) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5* -most EST 



274452 

50277_1.R1011 
LIB148-026-Q1-E1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274453 

50279_1.R1011 

LIB14 8-04 8-Q1-E1-H9 

BLASTX 

g4415931 

318 

3.0e-32 

142 

58 

(AC00 6418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274454 

50286_1.R1011 

pmx700083475.hl 

BLASTX 

g4204265 

540 

6.0e-55 

218 

50 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



274455 

50313_1.R1011 

LIB3066-014-Q1-K1-B1 

BLASTX 

g2832300 

782 



38252 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



3.0e-83 

200 

74 

(AF044285) adenosine-5 ' -phosphosulf ate-kinase [Catharanthus 
roseus] 

274456 

50313_3,R1011 

LIB148-058-Q1-E1-F6 

BLASTX 

gl076283 

299 

2,0e-31 

105 

68 

adenylylsulf ate kinase (EC 2.7.1.25) precursor - 
Arabidopsis thaliana >gi_414737_emb_CAA5342 6_ (X75782) APS 
kinase [Arabidopsis thaliana] >gi_450235 (U05238) APS 
kinase [Arabidopsis thaliana] >gi_1575322 (U59759) APS 
kinase [Arabidopsis thaliana] >gi_3252812 (AC0047G5) APS 
kinase [Arabidopsis thaliana] 

274457 

50357_1.R1011 

LIB14 8-027-Q1-E1-B5 

BLASTX 

g4200165 

310 

3.0e-28 

81 
70 

{Y16262) neutral invertase [Daucus carota] 
274458 

50372_1.R1011 

LIB148-027-Q1-E1-D11 

BLASTX 

g4582467 

718 

5,0e-76 

218 

61 

(AC007071) putative calcium dependent protein kinase; 
contains protein kinase domain [Arabidopsis thaliana] 
>gi_4589951__gb_AAD26469.1_AC007169_l (AC007169) putative 
calcium-dependent protein kinase [Arabidopsis thaliana] 

274459 

50384_1.R1011 
LIB148-027-Q1-E1-E11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



274460 

50399_1.R1011 

bdu700382963.hl 

BLASTX 

g3868853 

316 



38253 





E value 


5.0e-29 




Match length 


93 




% identity 


60 




NCBI Description 


(AB013853) GPI-anchored protein [Vigna radiata] 




Seq. No. 


274461 




Contig ID 


50419 l.RlOll 




5 '-most EST 


tzu700205347.hl 




Method 


BLASTX 




IMk^ ri ± o ± 






BLAST score 


416 




E value 


l.Oe-52 




Match length 


168 




% identity 


64 




NCBI Description 


(D83970) CPRD8 protein [Vigna unguiculata] 




Seq. No. 


274462 




Contig ID 


50438 l.RlOll 




5 '-most EST 


uC-zmflmol707 0c02bl 




Method 


BLASTX 








hi 


BLAST score 


430 




E value 


7^.0e-42 




Match length 


314 




% identity 


32 




NCBI Description 


(U41315) ZNF127-Xp [Homo sapiens] 




Seq. No. 


274463 




Contig ID 


50454 l.RlOll 




5 '-most EST 


LIB148-028-Q1-E1-C7 




Method 


BLASTX 




NCBI GI 


g4505823 




BLAST score 


346 




E value 


y . Ue s3-J 




Match length 


116 




% identity 


59 




NCBI Description 


pirin >gi 1907076 emb CAA69194 (Y07867) pirin [He 






sapiens] >gi_1907078_emb_CAA69195_ (Y07868) pirin 






sapiens] 




Seq. No. 


274464 




Contig ID 


50461 l.RlOll 




5 '-most EST 


LIB148-028-Q1-E1-E5 




Method 


BLASTX 




NCBI GI 


g3367520 




BLAST score 


363 




E value 


z . ue 




Match length 


129 




% identity 


53 




NCBI Description 


(AC004392) Similar to protein ]<inase APKIA, 






tyrosine-serine-threonine kinase gb_D12522 from A 






thaliana. [Arabidopsis thaliana] 




Seq. No. 


274465 




Contig ID 


50466 l.RlOll 




5 '-most EST 


LIB148-046-Q1-E1-B11 




Method 


BLASTX 



38254 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4567250 
307 

2.0e-27 

205 
53 

(AC007070) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274466 

50507_1*R1011 

pmx700089219.hl 

BLASTX 

g2132388 

151 

2.0e-09 

88 
42 

PH085 protein - yeast (Saccharomyces cerevisiae) 
>gi_1163103 (U43503) Lphl6p [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274467 

50515^1. RlOll 

ymt700219013.hl 

BLASTX 

g731834 

184 

2.0e-13 

149 

38 

HYPOTHETICAL 41.9 KD PROTEIN IN SDS3-THS1 INTERGENIC REGION 

>gi_1077790__pir S49797 hypothetical protein YIL083c - 

yeast (Saccharomyces cerevisiae) >gi_577131__emb_CAA86711 . 1_ 

(Z46728) YI9910.13C, unknown orf, len: 365, CAI: 0.17 

[Saccharomyces cerevisiae] 



Seq. No. 


274468 


Contig ID 


50554 l.RlOll 


5 '-most EST 


wyr700235821.hl 


Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


722 


E value 


3.0e-76 


Match length 


173 


% identity 


72 


NCBI Description 


(AC000348) T7N9.14 [Arabidopsis 


Seq. No, 


274469 


Contig ID 


50564 l.RlOll 


5 '-most EST 


LIB3060-012-Q1-K1-B5 


Seq. No. 


274470 


Contig ID 


50569 l.RlOll 


5 '-most EST 


LIB14 8-029-Q1-E1-F9 


Method 


BLASTN 


NCBI GI 


g600117 


BLAST score 


794 


E value 


0. Oe+00 


Match length 


1048 



38255 



% identity 37 

NCBI Description Z.iuays (B73) gene for extensin-like protein 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274471 

50583_1.R1011 

LIB3066-042-Q1-K1-C8 

BLASTX 

g2746086 

590 

3.0e-61 

139 
76 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 



Seq. No. 

Contig ID 
5 '-most EST 



274472 

50603_1.R1011 
uC-zmflb73111d03al 



Seq. No. 

Contig ID 
5 '-most EST 



274473 

50617_1.R1011 
LIB148-030-Q1-E1-B2 



Seq. No. 

Contig ID 
5 '-most EST 



274474 

50619__1.R1011 
LIB3066-033-Q1-K1-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274475 

50624_1.R1011 

LIB148-030-Q1-E1-C10 

BLASTX 

g2335096 

368 

5.0e-35 

135 

57 

(AC002339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274476 

50626_1.R1011 
LIB3136-010-Q1-K1-C8 



Seq. No. 
Contig ID 
5 '-most EST 



274477 

50628_1.R1011 
LIB148-030-Q1-E1-C4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274478 

50636_1.R1011 

LIB3066-024-Q1-K1-G5 

BLASTX 

g4581116 

504 

6.0e-51 

126 
65 

(AC005825) putative beta-galactosidase [Arabidopsis 
thaliana] 



38256 



Seq. No. 


274479 


Contig ID 


50662 l.RlOll 


5 '-most EST 


LIB148-034-Q1-E1-C5 




BLASTX 


NCBI GI 


g2459447 


BLAST score 


450 


E value 


7.0e-45 


Match length 


138 


% identity 


64 


NCBI Description 


{AC002332) putative 


Seq. No. 


274480 


Contig ID 


50671 l.RlOll 


5 '-most EST 


LIB148-030-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g2911040 


BLAST score 


508 


E value 


2.0e-51 


Match length 


193 


% identity 


55 


NCBI Description 


{AL021961) receptor 



like protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



274481 

50672_1.R1011 
LIB148-030-Q1-E1-G11 

274482 

50674_1.R1011 

wyr700242403.hl 

BLASTX 

g4115931 

1113 

l.Oe-156 

370 

77 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB:AF041468) [Arabidopsis thaliana] 

274483 

50682_1.R1011 
yyf700347769.hl 

274484 

50726_1.R1011 

ceu700427360.hl 

BLASTX 

g3540190 

385 

7.0e-37 

167 
44 

(AC004122) Hypothetical protein [Arabidopsis thaliana] 
274485 

50792 l.RlOll 



38257 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tzu700202948.hl 

BLASTN 

g2832242 

42 

2.0e-14 

46 

98 

Zea mays 22-k:Da alpha zein gene cluster, complete sequence 



Seq. No. 

Contig ID 
5 '-most EST 



274486 

50796_1.R1011 
uC-zmflmol7138f07bl 



Seq, No. 
Contig ID 
5 '-most EST 



274487 

50796^2. RlOll 
uC-zmflmol7258e01bl 



Seq. No. 


274488 


Contig ID 


50796 3.R1011 


5 ' -most EST 


LIB3069-036-Q1-K1-C12 


Seq. No. 


274489 


Contig ID 


50798 l.RlOll 


5 '-most EST 


LIB148-032-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


g2341023 


BLAST score 


42 


E value 


2.0e-14 


Match length 


62 


% identity 


92 


NCBI Description 


Sequence of BAC F19P19 from 




1, complete sequence [Arabic 


Seq. No. 


274490 


Contig ID 


50826 l.RlOll 


5 '-most EST 


LIB148-032-Q1-E1-H3 


Seq. No. 


274491 


Contig ID 


50831 2.R1011 


5 '-most EST 


LIB148-040-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


443 


E value 


l.Oe-43 


Match length 


188 


% identity 


48 


NCBI Description 


(AL035539) putative protein 


Seq. No. 


274492 


Contig ID 


50876 l.RlOll 


5 '-most EST 


LIB3066-054-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4210504 


BLAST score 


342 


E value 


6.0e-32 


Match length 


184 


% identity 


39 



38258 



NCBI Description 



(AC002392) putative cadmium- transporting ATPase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274493 

50886_1.R1011 

LIB3137-033-Q1-K1-A12 

BLASTX 

g4220537 

170 

6.0e-12 

44 

75 

(AL035356) PsRT17-l like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274494 

50905_1.R1011 

LIB148-033-Q1-E1-G9 

BLASTX 

g3858935 

227 

l.Oe-18 

64 

61 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4 103357 {AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274495 

50909_1.R1011 

ypc700804561.hl 

BLASTX 

g2146746 

693 

5.0e-73 

154 

85 

protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 
>gi__166819 (L05562) protein kinase [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274496 

50929_1.R1011 

LIB148-048-Q1-E1-C4 

BLASTX 

gl871593 

205 

8.0e-16 

218 

30 

(Z92669) lipC [Mycobacterium tuberculosis] 



Seq. No. 
Contig ID 
5 '-most EST 



274497 

50935_1.R1011 
LIB148-034-Q1-E1-B5 



Seq. No. 

Contig ID 



274498 

50950 2.R1011 



38259 



5 '-most EST 


nwy700444496,hl 


Method 


BLASTX 


NC.BI GI 


g2408103 


BLAST score 


433 


E value 


l.Oe-42 


Match length 


161 


% identity 


48 


NCBI Description 


{AJ001587) sid3 [Schizosaccharomyces pombe] 


Seq, No, 


274499 


Contig ID 


50954 l.RlOll 


5 '-most EST 


LIB30 66-05 6-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3786005 


RT.AST <^ rnre 

1—) J-JxTO -L O v-- \J J— vl. 


773 


E value 


4.0e-82 


Match length 


239 


% identity 


43 


NCBI Description 


(AC005499) putative phosphoethanolamine 




cytidylyltransf erase [Arafoidopsis thaliana] 


Seq. No. 


274500 


Contig ID 


50954 2.R1011 


5 '-most EST 


ntr700075768.hl 


Method 


BLASTX 


NCBI GI 


g3786005 




54 6 


E value 


8.0e-56 


Match length 


167 


% identity 


66 


NCBI Description 


(AC0054 99) putative phosphoethanolamine 




cytidylyltransf erase [Arabidopsis thaliana] 


Seq. No. 


274501 


Contig ID 


50961 l.RlOll 


5 '-most EST 


LIB148-034-Q1-E1-D7 


Method 


BLASTN 




^J ^ ^ <j / u 


BLAST score 


201 


E value 


1.0e-109 


Match length 


369 


Sr HHoTl'l~'T"f~^7 




NCBI Description 


Z.mays gene for nucleic acid binding protei 


Seq. No. 


274502 




ju_?uo j..r\±ux-L 


5 '-most EST 


LIB3067-002-Q1-K1-D9 


Seq. No. 


274503 


Contig ID 


50986 l.RlOll 


5 '-most EST 


LIB14 8-034-Q1-E1-G5 


Seq. No. 


274504 


Contig ID 


51008 i;rioii 


5 '-most EST 


uC- zmf ImO 1 7 0 2 5 dO 3b 1 


Method 


BLASTX 


NCBI GI 


g4490325 



38260 





BLAST score 


562 




E value 


2.0e-57 




Match length 


149 




% identity 


72 




NCBI Description 


(AL035656) hypothetical protein [Arabidopsi; 




Seq. No. 


274505 




Contig ID 


51023 l.RlOll 




5 '-most EST 


LIB148-035-Q1-E1-C4 




Method 


BLASTX 










BLAST score 


537 




E value 


4.0e-55 




Match length 


126 




% identity 


80 




NCBI Description 


(U90439) protein kinase isolog [Arabidopsis 




Seq. No. 


274506 




Contig ID 


51028 l.RlOll 




5 '-most EST 


rvt700551726.hl 


m 


Method 


BLASTX 




MPPT PT 






BLAST score 


236 




E value 


9.0e-20 




Match length 


107 




% identity 






NCBI Description 


(AC005310) putative zinc transporter [Arabi 




Seq. No. 


274507 




Contig ID 


51064 l.RlOll 




5* -most EST 


LIB14 8-035-Q1-E1-G3 




Seq. No. 


274508 




Contig ID 


51113 l.RlOll 




5 '-most EST 


LIB148-036-Q1-E1-D12 




Method 


BLASTX 




NCBI GI 


g3264769 




dIjHo 1 score 






E value 


4 .Oe-58 




Match length 


160 




% identity 


62 




"NT "D T £?i c5 /~i V* T 1^ ")~ *i n 

iNL^rJi jjescnpuiun 


( iLTTdl "] ?^ Q A \ oTnVM"\7on"»"n i=iC3-l c — 1 i Vo 'Pir"oi~f^i n 






armeniaca] 




Seq. No. 


274509 




L^onuig iJj 






5 '-most EST 


LIB3068-057-Q1-K1-B3 




Seq. No. 


274510 




Contig ID 


51141 l.RlOll 




5 '-most EST 


LIB14 8-036-Q1-E1-F8 




Seq. No. 


274511 




Contig ID 


51144 l.RlOll 




5 '-most EST 


LIB3059-020-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


g3047123 



38261 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



442 

l.Oe-43 

116 

72 

(AF058919) similar to the family of glycosyl hydrolases 
[Arabidopsis thaliana] 

274512 

51160_1.R1011 

LIB148-036-Q1-E1-H6 

BLASTX 

gl706110 

292 

8.0e-49 

198 

55 

NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR 
(CTPT) >gi_1143713 (U13632) non-green plastid 
phosphate/triose-phosphate translocator precursor [Brassica 
oleracea] 



Seq. No. 

Contig ID 
5 '-most EST 



274513 

51212_1.R1011 
LIB14 8-037-Q1-E1-E6 



Seq. No. 
Contig ID 
5 '-most EST 



274514 

51232_1.R1011 
LIB3066-024-Q1-K1-D8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



274515 

51277_1.R1011 

LIB14 8-038-Q1-E1-C6 

BLASTX 

g3421384 

563 

9.0e-58 

227 
51 

(AF081067) lAA-Ala hydrolase; ITU^-amino acid hydrolase 
[Arabidopsis thaliana] 

274516 

51302_1.R1011 

LIB148-038-Q1-E1-E7 

BLASTX 

g4468993 

544 

9.0e-56 

166 
64 

(AL035605) putative protein [Arabidopsis thaliana] 
274517 

51307_1.R1011 

LIB148-065-Q1-E1-H6 

BLASTX 

g2335096 



38262 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210 

3.0e-16 

222 

33 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
274518 

51336_1.R1011 

LIB148-038-Q1-E1-H6 

BLASTX 

gl888357 

693 

5.0e-73 

170 

75 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_18 90154_emb__CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

274519 

51347_1.R1011 

LIB148-039-Q1-E1-A5 

BLASTX 

g3810602 

275 

2.0e-24 

98 
48 

{AC005398) PR-l-like protein [Arabidopsis thaliana] 
>gi_4263816_gb_AAD15459_ {AC006067) putative pathogenesis 
related-1 (PRl) protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274520 

51354__1.R1011 

LIB148-039-Q1-E1-C11 

BLASTX 

g2760830 

471 

2.0e-47 
123 
70 

(AC003105] 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



274521 

51390_1.R1011 

uC-zmflmol72 65allbl 

BLASTX 

g4468993 

591 

4.0e-61 

128 
82 

(AL035605) putative protein [Arabidopsis thaliana] 
274522 

51437 l.RlOll 



38263 



5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



LIB3069-055-Q1-K1-F6 

BLASTX 

g4512667 

1345 

l.Oe-156 

346 

78 

{AC006931) putative MAP kinase [Arabidopsis thaliana] 
274523 

51437_2.R1011 

nbm700477373.hl 

BLASTX 

g4512667 

376 

3.0e-55 

159 

69 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
274524 

51443__1.R1011 
LIB148-040-Q1-E1-B12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274525 

51475_1.R1011 

LIB148-057-Q1-E1-H8 

BLASTX 

g4539389 

255 

5.0e-22 

99 

47 

(AL035526) putative protein kinase [Arabidopsis thaliana] 
274526 

51478_1.R1011 

uC-zmroteosinte042cl0bl 

BLASTX 

g3367593 

447 

4.0e-44 

166 

48 

{AL031135) putative protein [Arabidopsis thaliana] 
>gi__3805841_emb_CAA214 61_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274527 

51488_1.R1011 
LIB3066-007-Q1-K1-H9 



Seq. No. 
Contig ID 
5 '-most EST 



274528 

51489_1.R1011 
uC-zmroteosinte08 6bl2bl 



Seq. No. 



274529 



38264 





J J. O _? £i * X\x \J X JL 


5 '-most EST 


uC-zmflb732 60a06b2 


Seq. No. 


274530 


Pont" in TV) 


51496 1 RlOll 


5 '-most EST 


LIB148'-040-Ql-El-Hl 


Seq. No. 


274531 


Contig ID 


51499 1. RlOll 


5 '-most EST 


wty700168088.hl 


Seq. No. 


274532 


Contig ID 


51517 1. RlOll 


5 '-most EST 


LIB148-041-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


gl707940 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


79 


% identity 


48 


NCBI Description 


GLUCOSE-l-PHOSPHATE 



PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE B) (ALPHA-D-GLUCOSE-l-PHOSPHATE 

ADENYL TRANSFERASE) >gi_2 130036_pir S61479 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7,27) small 
chain B - barley >gi_1143502_emb_CAA88450_ (Z48563) 
ADP-glucose pyrophosphorylase small subunit [Hordexim 
vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274533 

51533_1. RlOll 

LIB3062-002-Q1-K2-C6 

BLASTX 

g4587616 

280 

7.0e-25 

94 

56 

(AC006951) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274534 

51540_1. RlOll 

fwa700099308.hl 

BLASTX 

g2330797 

256 

8 .Oe-22 

125 

39 

{Z98601) zinc finger protein 



[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



274535 

51540_2. RlOll 
LIB3136-014-Q1-K1-G12 



Seq. No. 

Contig ID 



274536 

51544 1. RlOll 



38265 



5 '-most EST 



LIB3066-021-Q1-K1-D1 



Seq. No. 
Contig ID 
5 '-most EST 



274537 

51565_1.R1011 
uC-zmflmol7161e05bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274538 

51577_1.R1011 
LIB148-041-Q1-E1-H12 

274539 

51587_1.R1011 
LIB148-042-Q1-E1-A11 

274540 

51591_1.R1011 

LIB148-042-Q1-E1-A4 

BLASTX 

g2739374 

569 

l.Oe-58 

159 

69 

(AC002505) hypothetical protein [Arabidopsis thaliana] 
274541 

51627_1.R1011 
nbm700473586.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



274542 

51639_1.R1011 

LIB148-042-Q1-E1-F2 

BLASTX 

g4204263 

161 

6.0e-ll 

44 

64 

(AC005223) 40409 [Arabidopsis thaliana] 



274543 

51657_1.R1011 

LIB148-060-Q1-E1-H6 

BLASTX 

gl076288 

376 

4.0e-36 

101 

72 

amino acid permease AAP3 



- Arabidopsis thaliana 



274544 

51671__1.R1011 

LIB3066-009-Q1-K1-E5 

BLASTX 

g3790587 

157 



38266 



E value 
Match length 
% identity 
NCBI Description 



4.0e-10 

107 

44 

(AF079182) RING-H2 finger protein RHF2a [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274545 

51673_1.R1011 

LIB148-043-Q1-E1-A6 

BLASTX 

g4006888 

215 

2.0e-17 

89 

48 

(Z99708) putative protein [Arabidopsis thaliana] 
274546 

51685_1.R1011 
LIB148-043-Q1-E1-B6 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



274547 

51694_1.R1011 

LIB148-043-Q1-E1-C3 

BLASTX 

g4220514 

271 

6.0e-24 

115 
51 

(AL035356) putative protein [Arabidopsis thaliana] 
274548 

51698_1.R1011 

uwc700150879.hl 

BLASTX 

gl708421 

712 

2.0e-75 

147 

99 

ISOFLAVONE REDUCTASE HOMOLOG IRL >gi_1205986 (U33318) 
sulfur starvation induced isoflavone reductase-like IRL 
[Zea mays] 

274549 

51738_1.R1011 
LIB148-064-Q1-E1-H5 



Seq. No. 

Contig ID 
5 '-most EST 



274550 

51752_1,R1011 
LIB3066-023-Q1-K1-A7 



Seq, No. 
Contig ID 
5 '-most EST 
Method 



274551 

51756_1.R1011 
LIB14 8-04 3-Q1-E1-H8 
BLASTX 



38267 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl653344 
198 

9.0e-15 

201 
24 

(D90912) hypothetical protein [Synechocystis sp.] 
274552 

51793_1.R1011 

LIB148-047-Q1-E1-C8 

BLASTX 

gl354515 

204 

9.0e-16 

69 

58 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274553 

51793_2.R1011 

LIB3069-041-Q1-K1-A7 

BLASTX 

g3549660 

504 

l.Oe-50 

142 

66 

(AL031394) carbonate dehydratase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



274554 

51846_1.R1011 

uC-zmflb73286e07bl 

BLASTX 

g2832683 

904 

l.Oe-97 

230 

72 

(AL021712) putative protein [Arabidopsis thaliana] 
274555 

51849_1.R1011 

fxb700397432.hl 

BLASTX 

g2853072 

661 

3.0e-69 

207 
63 

{AL021768) putative protein [Arabidopsis thaliana] 
274556 

51856_1.R1011 
LIB14 8-04 7-Q1-E1-A9 
BLASTX 



38268 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4417291 
224 

3.0e-18 

153 

40 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274557 

51871_1.R1011 
xsy700213821.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274558 

51872_1.R1011 
uC-zmflb73119h05bl 



Seq. No. 
Contig ID 
5 '-most EST 



274559 

51872_2.R1011 
LIB3066-053-Q1-K1-C8 



Seq. No. 
Contig ID 
5 '-most EST 



274560 

51872_3.R1011 
LIB148-045-Q1-E1-C7 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274561 

51886_1.R1011 

LIB148-045-Q1-E1-E11 

BLASTX 

g452357 

334 

7.0e-31 

74 
88 

(Z29591) guanine nucleotide regulatory protein [Vicia faba] 

>gi_1098294_prf 2115367B small GTP-binding protein [Vicia 

faba] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274562 

51886_2.R1011 

zla700379905.hl 

BLASTX 

g452357 

536 

5.0e-55 

116 
91 

(Z29591) guanine nucleotide regulatory protein [Vicia faba] 

>gi 1098294_prf 2115367B small GTP-binding protein [Vicia 

faba] 



Seq. No. 

Contig ID 
5 '-most EST 



274563 

51888_1.R1011 
uC-zmflmol7021a08bl 



Seq, No. 
Contig ID 
5 '-most EST 



274564 

51892_1.R1011 
LIB14 8-04 5-Q1-E1-E9 



38269 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274565 

51925_1.R1011 

LIB3062-038-Q1-K1-G1 

BLASTX 

g2191152 

302 

8.0e-43 

192 
45 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5^ -most EST 



274566 

51939_1.R1011 
cyk700051619.fl 



Seq. No. 
Contig ID 
5 '-most EST 



274567 

51949_1.R1011 
uC-zmflb73356e05a2 



Seq. No. 

Contig ID 
5^ -most EST 



274568 

51956_1.R1011 
LIB148-046-Q1-E1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274569 

51969_1.R1011 

LIB148-04 6-Q1-E1-E10 

BLASTX 

g4539351 

260 

2.0e-26 

166 

44 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274570 

51982^1. RlOll 
gwl700615037.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274571 

51987_1.R1011 
xsy700210829.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274572 

51988__1.R1011 

LIB3066-008-Q1-K1-C6 

BLASTX 

g3068704 

556 

5.0e-57 

143 

40 

(AF04 9236) unknown [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274573 

51990_1.R1011 
LIB14 8-04 6-Q1-E1-G2 



38270 




Method 


BLASTX 




i^'i H o ^ o\j y 


BLAST score 


295 


E value 


l.Oe-26 


Match length 


99 


O -!^A->->-l--n4-TT 

% laeriLiLy 


oo 


NCBI Description 


(AL035528) hypothetical protein [Arabidopsis thaliana] 


Seq. No, 


274574 


uonrig lu 


R1 QQ9 1 R1 m 1 
^ X y y ^ Xtr\x\j-L-L 


5 '-most EST 


ntr700073332.hl 


Seq. No. 


274575 


/~» — . -I- ^ ^ T 'Pi 

uonrig lu 


D±yy^ /L*i\±\j±± 


5 '-most EST 


xsy700217366.hl 


Seq. No. 


274576 


Lonriq lu 




5 '-most EST 


uC-zmflmol7197fllbl 


Seq. No. 


274577 


Contig ID 


52027 l.RlOll 


5 '-most EST 


LIB148-049-Q1-E1-F3 


Seq. No. 


274578 


Contig ID 


52062 2. RICH 


5 '-most EST 


pmx700091985.hl 


Method 


BLASTX 


NCBI GI 




BLAST score 


472 


E value 


4.0e-47 


Match length 


177 


% identity 


56 


NCBI Description 


(Y12014) RAD23 protein, isoform II [Daucus carota] 


Seq. No. 


274579 


Contig ID 


52066 l.RlOll 


5 '-most EST 


LIB148-047-Q1-E1-F12 


Method 


BLASTX 




/ y z. z. jj o 


BLAST score 


416 


E value 


2.0e-40 


Match length 


274 


% identity 


35 


NCBI Description 


(AF032697) NBS-LRR type resistance protein [Oryza sat. 


Seq. No. 


274580 


Contig ID 


52107 l.RlOll 


5 '-most EST 


LIB3060-04 6-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4432867 


BLAST score 


674 


E value 


2.0e-70 


Match length 


327 


% identity 


42 


NCBI Description 


(AC006300) putative dnaJ-like protein [Arabidopsis 




thaliana] 



38271 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



274581 

52137__1.R1011 
LIB148-048-Q1-E1-E12 

274582 

52192_1.R1011 

LIB148-049-Q1-E1-B6 

BLASTX 

g4586058 

158 

2.0e-10 

57 
54 

(AC007020) unknown protein [Arabidopsis thaliana] 
274583 

52206_1.R1011 
LIB3066-026-Q1-K1-D11 

274584 

52229_1.R1011 

LIB3066-018-Q1-K1-B12 

BLASTX 

g4522009 

372 

2.0e-35 

200 
41 

(AC007069) unknown protein [Arabidopsis thaliana] 
274585 

52234_1.R1011 

cat700017726.rl 

BLASTX 

g2459424 

144 

8.0e-09 

62 

52 

(AC002332) unknown protein [Arabidopsis thaliana] 
274586 

52250__1.R1011 

LIB148-049-Q1-E1-H3 

BLASTX 

g2384758 

303 

2.0e-27 

69 

80 

(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 

274587 

52284_1.R1011 
ymt700223447.hl 



38272 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



BLASTX 

g2462749 

464 

4.0e-46 

142 
67 

(AC002292) 



Putative Serine/Threonine protein kinase 



[Arabidopsis thaliana] 
274588 

52296_1,R1011 

LIB148-050-Q1-E1-E11 

BLASTX 

g4006878 

312 

6.0e-37 

178 

46 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
274589 

52299_1.R1011 

xsy700208554.hl 

BLASTX 

g3329368 

746 

5.0e-79 

217 

65 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 
274590 

52316_1.R1011 

rvl700456128.hl 

BLASTX 

gl931631 

2117 

O.Oe+00 

411 

99 

(U93561) glutamate dehydrogenase [Zea mays] 
274591 

52316_2.R1011 

pmx700081993.hl 

BLASTX 

g695411 

350 

3.0e-33 

69 
100 

(D49475) glutamate dehydrogenase [Zea mays] 
274592 

52316_4.R1011 

xsy700217677.hl 

BLASTN 



38273 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g695410 
178 

2.0e-95 

249 
93 

Corn mRNA for glutamate dehydrogenase, complete cds 
274593 

52335_1.R1011 

uC-zmroB73017e02bl 

BLASTX 

g4406777 

366 

6.0e-35 

98 
68 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274594 

52367_1.R1011 

uC-zmroteosinte07 0c07bl 

BLASTX 

g3687230 

396 

2.0e-38 

112 

69 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
274595 

52367_2.R1011 

xyt700347289.hl 

BLASTX 

g3687230 

204 

7.0e-16 

67 
61 

{AC005169) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274596 

52373_1.R1011 
LIB3066-045-Q1-K1-C11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274597 

52374_1.R1011 

LIB148-061-Q1-E1-F9 

BLASTX 

g2494143 

485 

6.0e-49 

142 

61 

{AC002329) Mlo-like protein [Arabidopsis thaliana] 



Seq. No. 



274598 



38274 



Contig ID 
5 '-most EST 



52388__1.R1011 
LIB148-051-Q1-E1-F4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274599 

52389_1.R1011 

LIB3066-016-Q1-K1-F10 

BLASTX 

g4587519 

572 

7.0e-59 

174 

67 

{AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb__Z17908, gb_AA728673, gb_N96555, 
gb__H76335, gb_AA712463, gb_W43247, gb_T45611, g 

274600 

52395_1.R1011 

uC-zmflb73039bl0bl 

BLASTX 

g4417304 

1098 

l.Oe-120 

327 
58 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransferase [Arabidopsis 
thaliana] 

274601 

52396_1.R1011 

pmx700089290,hl 

BLASTX 

g3759177 

565 

6.0e-58 

152 

74 

{AB018408) 3-phosphoserine phosphatase [Arabidopsis 
thaliana] >gi_375917 9_dbj_B7\A33807 . 1_ (AB018409) 
3-phosphoserin phosphatase [Arabidopsis thaliana] 

274602 

52396_2.R1011 

LIB3137-002-Q1-K1-G4 

BLASTX 

g3759177 

421 

2.0e-41 

114 

73 

(AB018408) 3-phosphoserine phosphatase [Arabidopsis 
thaliana] >gi_3759179_dbj_BAA33807 . 1_ {AB018409) 
3-phosphoserin phosphatase [Arabidopsis thaliana] 



Seq. No. 



274603 



38275 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52418^1. RlOll 

qmh700027869.fl 

BLASTX 

g4314401 

356 

6.0e-34 

117 

61 

{AC006232) putative beta-1, 3-glucanase [Arabidopsxs 
thaliana] 



Seq. No. 


274604 


Contig ID 


52432 l.RlOll 


5 '-most EST 


fwa700097075.hl 


Method 


BLASTN 


NCBI bi 


y O 0 z X f ou 


BLAST score 


36 


E value 


2.0e-10 


Match length 


36 


% identity 


inn 
1 u u 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


274605 


Contig ID 


52436 l.RlOll 


5 '-most EST 


LIB148-052-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g3318613 


BLAST score 


296 


E value 


8.0e-27 


Match length 


113 


% xaentity 




NCBI Description 


(AB016064) mitochondrial phosphate transporter [Zea ma; 


Seq. No. 


274606 


Contig ID 


52469 l.RlOll 


5 '-most EST 


uC-zmflmol7132d08al 


Seq. No. 


274607 


Contig ID 


52469 2.R1011 


5 '-most EST 


LIB148-052-Q1-E1-E7 


Method 


BLASTX 


NCBI GI 


g3395439 


BLAST score 


231 


E value 


5.0e-19 


Match length 


97 


% identity 


48 


NCBI Description 


(AC004683) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


274608 


Contig ID 


52472 l.RlOll 


5 '-most EST 


LIB3066-009-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2129774 


BLAST score 


316 


E value 


4.0e-29 


Match length 


86 


% identity 


69 



38276 



NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



xyloglucan endotransglycosylase-related protein XTR4 
Arabidopsis thaliana (fragment) >gi_1244754 (U43486) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

274609 

52478_1.R1011 
LIB3066-054-Q1-K1-G7 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274610 

52519_1.R1011 

LIB148-053-Q1-E1-B7 

BLASTX 

g3063691 

282 

3.0e-25 

97 
54 

(AL022537) putative protein [Arabidopsis thaliana] 
274611 

52538_1.R1011 

LIB148-053-Q1-E1-D5 

BLASTX 

g4406764 

292 

2.0e-26 

111 

55 

{AC006836) putative uridylyl transferase [Arabidopsrs 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274612 

52539_1.R1011 

wyr700238713.hl 

BLASTX 

g3273200 

314 

3.0e-48 

167 

63 

{AB010917) responce reactor3 [Arabidopsis thaliana] 
>gi_3894192 {AC005662) response regulator 3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274613 

52553_1.R1011 
uC-zmflb73137bl2bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



274614 

52585_1.R1011 

LIB3066-010-Q1-K1-D9 

BLASTN 

g454880 

51 

l.Oe-19 
121 



38277 



% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 



93 

Rice mRNA for WSI724 protein induced by water stress, 
complete cds 

274615 

52607_1.R1011 
ymt700222667.hl 

274616 

52607_2.R1011 
uC-zmflmol7176dl0bl 





Seq. No. 


274617 




Contig ID 


52622 l.RlOll 




5 '-most EST 


ymt700218617.hl 




Method 


BLASTX 




NCBI GI 


g4454484 




BLAST score 


312 




E value 


3,0e-28 




Match length 


167 




% identity 


bi 




NCBI Description 


{AC006234) putative diacyl 






thaliana] 




Seq. No. 


274 618 




Contig ID 


52670 l.RlOll 




5 '-most EST 


LIB148-057-Q1-E1-A10 




Seq. No. 


274619 




Contig ID 


52672 l.RlOll 




5 '-most EST 


LIB148-057-Q1-E1-A2 




Method 


BLASTN 




NCBI GI 


g576885 




BLAST score 


578 




E value 


O.Oe+00 


'"^ 


Match length 






% identity 


97 




NCBI Description 


Zea mays kaurene synthase 




Seq. No. 


274620 




Contig ID 


52703 l.RlOll 




5 '-most EST 


LIB148-057-Q1-E1-D3 




Seq. No. 


274621 




Contig ID 


52730 l.RlOll 




5 '-most EST 


LIB148-057-Q1-E1-G1 




Method 


BLASTX 




NCBI GI 


g4200165 




BLAST score 


759 




E value 


5.0e-81 




Match length 


164 




% identity 


84 




NCBI Description 


{Y16262) neutral invertas' 




Seq. No. 


274622 




Contig ID 


52744 l.RlOll 




5 '-most EST 


LIB30 66-04 9-Q1-K1-E7 



38278 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274623 

52782_1.R1011 

uC-zmroteosinte074dl2bl 

BLASTX 

g4091117 

832 

3.0e-89 
230 

67 . 
(AF047428) nucleic acid binding protein [Oryza sativa] 

274624 

52807_1.R1011 
gwl700617464.hl 

274625 

52856_1.R1011 

xmt700264464.hl 

BLASTX 

g3043612 

166 

2.0e-ll 

142 

36 

(AB011116) KIAA0544 protein [Homo sapiens] 
274626 

52880_1.R1011 
LIB148-059-Q1-E1-D3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274627 

52898_1.R1011 

LIB148-059-Q1-E1-F10 

BLASTX 

g2827649 

214 

l.Oe-16 

133 

41 

(AL021637) putative protein [Arabidopsis thaliana] 
274628 

52913_1,R1011 

LIB148-059-Q1-E1-G3 

BLASTX 

g3850111 

390 

8 .Oe-38 

124 

52 

(AL033388) hypothetical integral membrane protexn, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



274629 

52945__1.R1011 
LIB148-060-Q1-E1-B4 



38279 



Method 

mBl GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4337196 

399 

3.0e-41 

124 

73 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274630 

52959_1.R1011 

LIB148-060-Q1-E1-C6 

BLASTX 

g4337196 

414 

2.0e-40 

206 
49 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274631 

52992_1.R1011 

LIB148-060-Q1-E1-E5 

BLASTX 

g2129774 

476 

8.0e-48 

157 
57 

xyloglucan endotransglycosylase-related protein XTR4 
Arabidopsis thaliana (fragment) >gi_1244754 {U43486) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274632 

53046_1.R1011 

LIB148-061-Q1-E1-C9 

BLASTX 

g3358091 

175 

2.0e-12 

115 

41 

(AB015974) glycerol kinase [Pseudomonas tolaasii] 



Seq. No. 
Contig ID 
5 '-most EST 



274633 

53051_1.R1011 
LIB3066-023-Q1-K1-B7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



274634 

53051_2.R1011 

uC-zmflmol7287a0 6bl 

BLASTX 

g4239974 

297 

2.0e-26 



38280 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



193 
18 

(AB017112) 



mCAC [Mus musculus] 



274635 

53101_1.R1011 
uC-zmflmol7278gl0bl 

274636 

53119_1.R1011 
LIB3066-022-Q1-K1-E11 

274637 

53136_1.R1011 
uC-zmflmol7 213b0 9al 

274638 

53148_1.R1011 

hvj700619889.hl 

BLASTX 

g2623295 

393 

l.Oe-37 

129 

58 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
274639 

53148_3.R1011 

uC-zmflb73161e05b2 

BLASTX 

g2623295 

202 

l.Oe-15 

57 
61 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
274640 

53213_1.R1011 
LIB148-064-Q1-E1-A1 

274641 

53264_1.R1011 
uwc700153035.hl 

274642 

53266_1.R1011 
uC-zmflmol7097h08bl 

274643 

53378_1.R1011 

uC-zmflB73009cllbl 

BLASTX 

g2959767 

903 

l.Oe-97 



38281 



Match length 

% identity 

NCBI Description 



219 
80 

(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
{AC005309) glutathione-con jugate transporter AtMRP4 
[Arabidopsis thaliana] 



Seq. No. 


274644 


Contig ID 


53378_2.R1011 


5 '-most EST 


uC-zmromol7113b05al 


Seq. No, 


274645 


Contig ID 


53380 l.RlOll 


5 '-most EST 


LIB3069-050-Q1-K1-H12 


Seq. No. 


274646 


Contig ID 


53380 2.R1011 


5 '-most EST 


pmx700089223.hl 


Seq. No. 


274647 


Contig ID 


53480_1.R1011 


5 -most EST 


uL— zmr±moi //yyouiDi 


Seq. No. 


274648 


Contig ID 


53482 l.RlOll 


5 '-most EST 


uC- zmf Imo 1 7 1 5 6dl2bl 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


725 


E value 


l,0e-76 


Match length 


271 


% identity 


48 


NCBI Description 


\MX^U \j iC. 3 ^ O } LLIiis-ilvJWil ^l.t^L.cj_ii 


Seq. No. 


274649 


Contig ID 


53496_1.R1011 


5 -most Eb 1 


cxn / uuu4iiyzo. rx 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


299 


E value 


5.0e-27 


Match length 


108 


% identity 


47 


NCBI Description 


(AC005882) 43220 [Arabidops 


Seq. No. 


274650 


Contig ID 


53499 l.RlOll 


5 '-most EST 


LIB3136-054-Q1-K1-B2 


Seq. No. 


274651 


Contig ID 


53500 l.RlOll 


5 '-most EST 


LIB3060-036-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2695929 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


70 


% identity 


47 



38282 



NCBI Description (AJ222778) putative thiol protease [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274652 

53500_2.R1011 

uC-zmroteosintel04d07b2 

BLASTX 

g3377950 

368 

5.0e-35 
119 
56 

(AJ009830) 
comosus] 



cysteine proteinase precursor, ANll [Ananas 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274653 

53503_1.R1011 

LIB189-001-Q1-E1-C7 

BLASTX 

gll74862 

240 

8.0e-20 

230 
28 

PUTATIVE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE C13A11.04C 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING 

PROTEASE) (DEUBIQUITINATING ENZYME) 

>gi_984 225_emb_CAA90805_ (Z54096) unknown 
[Schizosaccharomyces pombe] 

274654 

53513_1.R1011 

ceu700427194.hl 

BLASTX 

gll69544 

514 

2.0e-52 

145 

71 

ERDl PROTEIN PRECURSOR >gi_54 1859_pir JN0901 ERDl protein 

- Arabidopsis thaliana >gi_4 97 629_dbj_BAAG4506__ (D17582) 
ERDl protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274655 

53518_1.R1011 

LIB189-029-Q1-E1-F11 

BLASTX 

g2130096 

284 

7.0e-34 

108 

70 

cytochrome P450tyr - sorghum >gi_984543 
P-450 [Sorghum bicolor] 



(U32 624) cytochrome 



Seq. No. 
Contig ID 
5 '-most EST 



274656 

53525_1.R1011 
fwa700097743.hl 



38283 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



274657 

53536_1.R1011 

uwc700151591.hl 

BLASTX 

g3582335 

2086 

O.Oe+00 

422 

91 

{AC005496) unknown protein [Arabidopsis thaiiana] 
274658 

53536_2.R1011 
yyf700351747.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274659 

53538_1.R1011 
LIB189-001-Q1-E1-G11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274660 

53541_1.R1011 

dyk7G0105444.hl 

BLASTX 

g4454050 

283 

7.0e-25 

118 

54 

(AL035394) putative protein [Arabidopsis thaiiana] 
274661 

53541_2.R1011 

uC-zmflmol7031bl0bl 

BLASTX 

g4454050 

232 

6.0e-19 

57 
70 

(AL035394) putative protein [Arabidopsis thaiiana] 
274662 

53543_1.R1011 

LIB30 68-027-Q1-K1-A2 

BLASTX 

gl70507 

156 

4 .Oe-10 

95 

44 

{M59251) ORE [Lycopersicon esculentum] >gi_1172167 (U44386) 
heat shock protein [Solanum lycopersicum] 



Seq. No. 
Contig ID 
5 '-most EST 



274663 

53545_1.R1011 
LIB189-001-Q1-E1-G7 



38284 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl771160 

185 

l.Oe-13 

80 
49 

(X98929) SBTl [Lycopersicon escuientum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon escuientum] 



Seq. No. 
Contig ID 
5 '-most EST 



274664 

53548_1.R1011 
uC-zmflmol7219f01bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



274665 

53553_1.R1011 

LIB189-001-Q1-E1-H3 

BLASTX 

g2792295 



BLAST score 


392 


E value 


7.0e-38 


Match length 


1 ol 


% identity 


46 


NCBI Description 


(AF039182) unknown 


Seq. No. 


274666 


Contig ID 


53558 l.RlOll 


5 '-most EST 


LIB83-008-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g2244765 


BLAST score 


172 


E value 


9.0e-12 


Match length 


71 


% identity 


48 


NCBI Description 


(Z97 335) hypothetic 


Seq. No. 


274667 


Contig ID 


53567 l.RlOll 


5 '-most EST 


fwa700098737.hl 


Method 


BLASTX 


NCBI GI 


g2911058 


BLAST score 


318 


E value 


4.0e-29 


Match length 


107 


% identity 


53 


NCBI Description 


(AL021961) putative 


Seq. No. 


274668 


Contig ID 


53571 l.RlOll 


5 '-most EST 


xsy700207894.hl 


Method 


BLASTX 


NCBI GI 


gl854378 


BLAST score 


776 


E value 


6.0e-83 


Match length 


177 


% identity 


80 


NCBI Description 


(AB001338) Sucrose- 



38285 



® 



of ficinarum] 



Seq, No, 
Contig ID 
5 '-most EST 



274669 

53573_1.R1011 
LIB189-002-Q1-E1-B6 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274670 

53583_1.R1011 
LIB189-002-Q1-E1-C6 

274671 

53593_1,R1011 

LIB189-002-Q1-E1-D5 

BLASTX 

g3395439 

430 

3.0e-42 

197 

47 

(AC004 683) hypothetical protein [Arabidopsis thaliana] 
274672 

53595_1.R1011 
LIB189-002-Q1-E1-D7 

274673 

53603_1.R1011 

LIB18 9-002-Q1-E1-E4 

BLASTX 

g2462839 

824 

3.0e-88 

206 

80 

(AF000657) unknown protein [Arabidopsis thaliana] 
274674 

53605__1.R1011 
LIB3137-059-Q1-K1-D6 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



274675 

53625_1.R1011 

LIB3069-005-Q1-K1-G3 

BLASTX 

gl363325 

233 

4.0e-19 

124 
42 

RNA helicase HEL117 - 
[Rattus norvegicus] 

274676 

53627_1.R1011 

LIB189-002-Q1-E1-G5 

BLASTX 

g4468798 



rat >gi_897915 {U25746) RNA helicase 



38286 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



432 

l.Oe-42 

143 

58 

(AJ010440) GST7 protein [Zea mays] 
274677 

53628_1.R1011 
LIB189-002-Q1-E1-G6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274678 

53639_2.R1011 
pmx700084850.hl 

274679 

53651^1. RlOll 

cyk700047363.fl 

BLASTX 

gll67955 

180 

5.0e-13 

107 

39 

(U43497) putative 32.7 kDa jasmonate-induced protein 
[Hordeum vulgare] >gi_2465428 (AF021257) 32 kDa protein 
[Hordeum vulgare] 



Seq. No. 


274680 


Contig ID 


53656 l.RlOll 


5 '-most EST 


LIB189-003-Q1-E1-B4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


2.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


274681 


Contig ID 


53660 l.RlOll 


5 '-most EST 


LIB189-003-Q1-E1-C1 


Method 


BLASTX 


NCBI GI 


g2801699 


BLAST score 


142 


E value 


l.Oe-08 


Match length 


118 


% identity 


31 


NCBI Description 


(AF042378) spindle 




[Homo sapiens] 


Seq. No. 


274682 


Contig ID 


53665 l.RlOll 


5 '-most EST 


ntr700074184.hl 


Method 


BLASTX 


NCBI GI 


g4572677 


BLAST score 


203 


E value 


8,0e-16 



38287 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



130 
40 

(AC006954; 



hypothetical protein [Arabidopsis thaliana] 



274683 

53668_1.R1011 

LIB189-003-Q1-E1-C6 

BLASTX 

g2459440 

384 

6.0e-37 

169 

46 

(AC002332) putative receptor kinase [Arabidopsis thaliana] 
274684 

53669_1.R1011 

uC-zmroteosinte038a06bl 

BLASTX 

g3063471 

402 

8.0e-39 

137 
57 

(AC003981) F22013.33 [Arabidopsis thaliana] 
274685 

53674_1.R1011 

xsy700209257.hl 

BLASTX 

g3702327 

162 

7.0e-ll 

53 
51 

(AC005397) unknown protein [Arabidopsis thaliana] 
274686 

53683__1.R1011 
LIB189-003-Q1-E1-E1 

274687 

53684_1,R1011 

uC-zmflb73242c02bl 

BLASTX 

g2252866 

214 

6.0e-17 

79 

59 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

274688 

53686_1.R1011 

ntr700072447.h2 

BLASTX 



38288 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl071913 
1015 

l.Oe-110 

253 

75 

cysteine synthase (EC 4,2.99.8) C precursor, 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) 
synthase [Spinacia oleracea] 



mitochondrial 
cysteine 





Seq. No. 


274689 




Contig ID 


53687 l.RlOll 




5 '-most EST 


LIB189-003-Q1-E1-E2 




Method 


BLASTX 




NCBI GI 


g3426048 




BLAST score 


777 




E value 


7. Oe-83 




Maticn lengun 


Z.^ 1. 




% identity 


69 




NCBI Description 


{AC005168) putative hydroxymethylglutaryl-CoA 




precursor [Arabidopsis thaliana] 


^: 


Seq. No. 


274690 




Contig ID 


53688 l.RlOll 




5 » -most EST 


xjt700094468.hl 


1 ;: 


Method 


BLASTX 




NCBI GI 


g4587517 




BLAST score 


515 




E value 


3.0e-58 




Match length 


230 




% identity 


49 




NCBI Description 


(AC007060) T5I8.6 [Arabidopsis thaliana] 


s 


Seq. No. 


274691 




Contig ID 


53695 l.RlOll 


Q 


5 '-most EST 


dyk700106515.hl 




Seq. No. 


274692 




Contig ID 


53701 l.RlOll 




5 '-most EST 


fwa700097893.hl 




Method 


BLASTX 




NCBI GI 


gl652327 




BLAST score 


253 




E value 


2.0e-21 




Match length 


142 




% identity 


44 




NCBI Description 


(D90904) hypothetical protein [Synechocystis 




Seq. No. 


274693 




Contig ID 


53710 l.RlOll 




5 '-most EST 


LIB189-011-Q1-E1-B9 




Method 


BLASTX 




NCBI GI 


g3024871 




BLAST score 


500 




E value 


2.0e-50 




Match length 


185 




% identity 


52 




NCBI Description 


HYPOTHETICAL 77.3 KD PROTEIN SLL0005 



38289 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__1001579_dbj_BAA10206_ {D64000) ABCl-like [Synechocyst 
sp. ] 

274694 

53716_1.R1011 

LIB84-014-Q1-E1-G6 

BLASTX 

g2129698 

917 

6.0e-99 

280 
62 

protein kinase ATNl (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_1054 633_einb_CAA63387_ (X92728) protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274695 

53719_1.R1011 

vux700161205.hl 

BLASTX 

g3059129 

369 

4.0e-35 

123 

53 

(AJ 000477) cytochr ome 



P450 [Helianthus tuberosus] 



274696 

53719_2.R1G11 

tfd700571051.hl 

BLASTX 

g3059129 

191 

8.0e-15 

70 

51 

(AJ000477) cytochrome P450 [Helianthus tuberosus] 
274697 

53719_3.R1011 
uwc700152777.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274698 

53729_1.R1011 
LIB3136-033-Q1-K1-G2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



274699 

53734_1.R1011 
LIB18 9-004-Q1-E1-A9 

274700 

53742_1.R1011 
qmh700029955.fl 

274701 

53744_1.R1011 
uC-zmflb73125g09b2 



38290 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274702 

53751__1.R1011 

xsy700217506.hl 

BLASTX 

g2252634 

341 

5.0e-32 

125 

46 

(U95973) hypothetical protein [Arabidopsis thaliana] 
274703 

53755_1.R1011 

LIB189-004-Q1-E1-D1 

BLASTX 

g2582822 

209 

6.0e-21 

102 
61 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274704 

53763_1.R1011 

rvt700552433.hl 

BLASTX 

g4204276 

832 

3.0e-89 

275 

62 

(AC00414 6) Hypothetical protein [Arabidopsis thaliana] 



274705 

53772_1.R1011 

ntr700073945.hl 

BLASTX 

g4105794 

250 

2.0e-21 

87 
55 

(AF049928) PGP224 



[Petunia x hybrida] 



Seq. No. 

Contig ID 
5 '-most EST 



274706 

53776_1.R1011 
LIB189-004-Q1-E1-F1 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



274707 

53779_1.R1011 

xmt700264144.hl 

BLASTX 

g3021357 

968 

l.Oe-105 



38291 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



222 
82 

{AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

274708 

53784_1.R1011 
gct701179537.hl 

274709 

53786^1. RICH 

uC-zmflb732O0gl0bl 

BLASTX 

gl20657 

1113 

l.Oe-122 

218 

100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraidehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 {M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63 03 5_einb_CAA33 4 5 5_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

274710 

53792__1.R1011 
LIB189-017-Q1-E1-G2 

274711 

53794_1.R1011 

qmh700027039.fl 

BLASTX 

g2944180 

311 

2.0e-28 

93 
62 

(AF007779) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 

274712 

53798_1.R1011 

LIB18 9-004 -Q1-E1-H12 

BLASTX 

g294845 

149 

2.0e-09 

38 
61 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 

274713 

53801_1.R1011 
uC-zmflmol704 4a05bl 



38292 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455338 

904 

3.0e-97 

303 
60 

(AL035525) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274714 

53801_2,R1011 

LIB189-004-Q1-E1-H5 

BLASTX 

g4455338 

336 

8.0e-57 

209 

57 

(AL035525) putative protein [Arabidopsis thaliana] 
274715 

53801_3.R1011 
uC-zmflmol7028g07al 



274716 

53813_1.R1011 
qmh700029093.fl 

274717 

53819_1.R1011 
LIB189-005-Q1-E1-B5 

274718 

53823_1.R1011 
LIB189-005-Q1-E1-C1 

274719 

53824_1.R1011 

fwa700097371.hl 

BLASTX 

g3668091 

761 

8.0e-81 

237 

18 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
274720 

53834_1.R1011 

uer700579592.hl 

BLASTX 

g3953471 

777 

l.Oe-82 

254 

53 

(AC002328) F2202.16 [Arabidopsis thaliana] 



38293 



# 



Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



274721 

53839__1.R1011 

LIB189-005-Q1-E1-D4 

BLASTN 

g3821780 

37 

3.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
274722 

53853^1. RICH 

LIB189-005-Q1-E1-E8 

BLASTX 

g4539525 

219 

9.0e-18 

142 

36 

(AJ012370) NAALADase II protein [Homo sapiens] 
274723 

53856_1.R1011 

LIB189-005-Q1-E1-F10 

BLASTX 

gl653513 

171 

5.0e-12 

131 

34 

(D90914) hypothetical protein [Synechocystis sp.] 
274724 

53865__1.R1011 
tzu700203071.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274725 

53872_1.R1011 

uC-zmflb73135b02b2 

BLASTX 

g4587615 

882 

7.0e-95 

353 
50 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



274726 

53876_1.R1011 

ceu700429727 .hi 

BLASTN 

g4416300 

97 

5.0e-47 

214 



38294 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



43 

Zea mays chromosome 4 22 kDa zein-associated rntercluster 
region, complete sequence 

274727 

53881_1.R1011 

uC-zmrob73033g05bl 

BLASTX 

g3059131 

260 

7.0e-41 

255 

38 

(AJ000478) cytochrome P450 [Helianthus tuberosus] 
274728 

53888_1.R1011 

LIB18 9-006-Q1-E1-A10 

274729 

53903_1.R1011 
pmx700085033.hl 

274730 

53912_1.R1011 
pmx700085624.hl 

274731 

53914_1.R1011 
uC-zmflmol707 9fl0bl 

274732 

53917__1.R1011 
LIB3137-057-Q1-K1-A4 

274733 

53917_2.R1011 
uC-zmrob73079bllbl 

274734 

53920_1.R1011 

fwa700097466.hl 

BLASTX 

gl653103 

159 

3.0e-10 

187 
26 

(D90911) hypothetical protein [Synechocystis sp,] 
274735 

53925_1.R1011 
LIB189-006-Q1-E1-D7 

274736 

53937__1.R1011 
uC-zmroteosinte098g01b2 



38295 



Method BLASTX 

NCBI GI g4586251 

BLAST score 252 

E value 3.0e-21 

Match length 224 

% identity 31 . ^ n ■ i 

NCBI Description {AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274737 

53945_1.R1011 

ymt700221369,hl 

BLASTX 

g3885334 

761 

4.0e-81 

202 

72 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 274738 

Contig ID 53951_1 .RlOll 

5 '-most EST LIB189-006-Q1-E1-G11 

Method BLASTX 

NCBI GI g3822036 

BLAST score 337 

E value 2.0e-31 

Match length 137 

% identity 53 

NCBI Description (AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 

Seq. No. 274739 

Contig ID 53953_1 . RlOll 

5* -most EST uC-2mroteosinte022c09bl 

Method BLASTX 

NCBI GI g4336747 

BLAST score 1213 

E value l.Oe-158 

Match length 309 

% identity 94 . . 

NCBI Description (AF104924) unconventional myosin heavy chain [Zea maysj 

Seq. No. 274740 

Contig ID 53958^1 .RlOll 

5 '-most EST LIB18 9-030-Q1-E1-E4 

Method BLASTX 

NCBI GI g602292 

BLAST score 674 

E value 2.0e-70 

Match length 271 

% identity 4 9 

NCBI Description (U17987) RCH2 protein [Brassica napus] 



Seq. No. 274741 

Contig ID 53959_1 . RlOll 

5 '-most EST LIB18 9-006-Q1-E1-G9 



38296 



Seq. No. 

Contig ID 
5 '-most EST 



274742 

53966_1.R1011 
uC-zmroB73028g06bl 



Seq. No, 
Contig ID 
5 '-most EST 



274743 

53968_1.R1011 
dyk700105536.hl 



Seq. No. 

Contig ID 
5 '-most EST 



274744 

53970_1,R1011 

LIB18 9-007-Q1-E1-A11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274745 

53971_1.R1011 

LIB18 9-007-Q1-E1-A12 

BLASTX 

g3912918 

674 

8.0e-71 

145 

84 

(AF001308) putative curlyleaf-like 1 homeotic protexn 
[Arabidopsis thaliana] 



Seq. No. 274746 

Contig ID 53980_1.R1011 

5 '-most EST uC-zmf lb730 67a05bl 

Method BLASTX 

NCBI GI g347853 

BLAST score 933 

E value l.Oe-101 

Match length 193 

% identity 95 

NCBI Description (L21752) glucose transporter [Saccharum hybrid 
H65-7052] 



Seq. No. 274747 

Contig ID 5398 9_1 . RlOll 

5 '-most EST uC-zmf Imol7259e02bl 

Method BLASTX 

NCBI GI g3249071 

BLAST score 243 

E value 2,0e-20 

Match length 88 

% identity 48 

NCBI Description (AC004473) Contains similarity to protem-tyrosme 

phosphatase 2 gb_L15420 from Dictyostelium discoideum. EST 
gb_N38718 comes from this g [Arabidopsis thaliana] 



Seq. No. 274748 

Contig ID 54002_1 . RlOll 

5 '-most EST LIB18 9-007-Ql-El-Dll 

Seq. No. 274749 

Contig ID 54003_1 . RlOll 

5 '-most EST LIB189-007-Q1-E1-D12 

Method BLASTX 



38297 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl703200 
218 

l.Oe-17 

49 

84 

PROTEIN KINASE AFC2 >gi__601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274750 

54005_1.R1011 
LIB189-007-Q1-E1-D4 



Seq. No. 

Contig ID 
5 '-most EST 



274751 

54008_1.R1011 
LIB189-007-Q1-E1-D7 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274752 

54013_1.R1011 

LIB3069-054-Q1-K1-C8 

BLASTX 

g3281846 

476 

4 .Oe-47 

376 
35 

(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274753 

54013_2.R1011 

wty700164032.hl 

BLASTX 

g3281846 

182 

4.0e-13 

139 

41 

(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274754 

54022_1.R1011 

LIB189-007-Q1-E1-F1 

BLASTX 

g531829 

189 

2.0e-14 

79 
51 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 
Contig ID 
5 '-most EST 



274755 

54026_1.R1011 
LIB83-007-Q1-E1-G10 



38298 



Seq. No. 

Contig ID 

5 '-most' EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



274756 

54029_1.R1011 

fdz701163985.hl 

BLASTX 

g3861294 

152 

2.0e-09 
126 

29 

(AJ235273) GUANYLATE KINASE 
274757 

54037^1. RlOll 
hvj700619423.hl 



(gmk) [Rickettsia prowazekii] 



274758 

54046_1.R1011 
LIB189-007-Q1-E1-H2 

274759 

54048_1.R1011 

uC- zmr ob7 3 0 1 9hl Ibl 

274760 

54050_1.R1011 

LIB189-007-Q1-E1-H7 

BLASTX 

g4585706 

324 

2,0e-44 

93 
79 

(AJ238116) putative phospholipase A2 [Oryza sativa] 
274761 

54053_1,R1011 

LIB189-008-Q1-E1-A10 

BLASTX 

g2388577 

280 

5.0e-25 

111 
49 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID;g2262157 (gb_AC00232 9) . [Arabidopsis thaliana] 

274762 

54054__1.R1011 
hbs701183032.hl 

274763 

54057^1. RlOll 

LIB3069-036-Q1-K1-B2 

BLASTX 

gll4653 

205 

l.Oe-15 



38299 



® 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 
100 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_678 96_pir LWSPA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - spinach chloroplast 

>gi_67897_pir LWRZA H+-transporting ATP synthase (EC 

3,6.1.34) lipid-binding protein - rice chloroplast 

>gi_279576_pir LWZMC H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - maize chloroplast 
>gi_11976_emb_CAA33991_ (X15901) ATPase III subunit [Oryza 
sativa] >gi_12251_emb_CAA27402_ (X03775) CFo subunit III 
(atpH) (aa 1-81) proteolipid [Spinacia oleracea] 
>gi_12258_ernb_CAA29345_ (X05916) atpH protein (cfOIII 
subunit) (AA 1-81 ) [Spinacia oleracea] 

>gi_12407_emb_CAA28875_ (X05254) CF(0) subunit III (AA 
1-81) [Zea mays] >gi_342580 (M27557) phosphorylation 
coupling factor alpha subunit (atpA) [Zea mays] >gi_343673 
(J01458) ATP synthase proton-translocating subunit 
[Triticum aestivum] >gi_902217_emb_CAA60281_ (X86563) 

ATPase III subunit [Zea mays] >gi_223270_prf 0702201A 

synthase proteolipid subunit, ATP [Spinacia sp.] 
>gi__22 66 94_prf 1603356V ATPase III [Oryza sativa] 

274764 

54062_1.R1011 

hbs701183919.hl 

BLASTX 

gl532175 

473 

4.0e-47 

105 
80 

(U63815) similar to protein disulfide isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



274765 

54063_1.R1011 

uC-zmroteosinte012a02bl 

BLASTX 

gl504008 

442 

9.0e-44 

180 

51 

(D86967) Containing ATP/GTP-binding site motif A(P-loop) : 
Similar to C.elegans protein (PI : CEC47E128 ); Similar to Mouse 
alpha-mannosidase (Pi :B54407 ) [Homo sapiens] 

274766 

54067^1. RlOll 

LIB189-008-Q1-E1-B3 

BLASTX 

g4335763 

344 

4.0e-32 

129 

53 



38300 



NCBI Description 


(AC006284) unknown protein [Arabidopsis thaliana] 


Seq. No. 


274767 


Contig ID 


54069 l.RlOll 


5 '-most EST 


LIB189-008-Q1-E1-B6 


Seq, No. 


274768 


Contig ID 


54070 l.RlOll 


5 '-most EST 


LIB3059-059-Q1-K1-B3 


Seq. No. 


274769 


Contig ID 


54074 l.RlOll 


5 '-most EST 


clt700042928.fl 


Method 


BLASTX 


NCBI GI 


glOOlSll 


BLAST score 


191 


E value 


l.Oe-16 


Match length 


156 


% identity 


34 


NCBI Description 


(D64006) hypothetical protein [Synechocystis sp.] 


Seq. No. 


274770 


Contig ID 


54089 l.RlOll 


5 '-most EST 


uC-zmflb73274b02bl 


Method 


BLASTX 


NCBI GI 


g4160292 


BLAST score 


1026 


E value 


l.Oe-112 


Match length 


314 


% identity 


63 


NCBI Description 


(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 


Seq. No. 


274771 


Contig ID 


54095 l.RlOll 


5 ' -most EST 


LIB18 9-008-Q1-E1-E2 


Method 


BLASTX 


NCBI GI 


.g3983103 


BLAST score 


252 


E value 


2.0e-21 


Match length 


161 


% identity 


36 


NCBI Description 


(AF097441) phenylalanine-tRNA synthetase [Homo sapiens] 


Seq. No. 


274772 


Contig ID 


54095 2.R1011 


5 '-most EST 


uC-zmrob7 3037b01al 


Seq. No. 


274773 


Contig ID 


54097 l.RlOll 


5 '-most EST 


^^en700334139.hl 


Method 


BLASTX 


NCBI GI 


g4538935 


BLAST score 


246 


E value 


2.0e-20 


Match length 


76 


% identity 


55 


NCBI Description 


(AL049483) putative protein [Arabidopsis thaliana] 



38301 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274774 

54097_3.R1011 

LIB3137-004-Q1-K1-H8 

BLASTX 

g4538935 

219 

l.Oe-17 

66 
56 

{AL049483) putative protein [Arabidopsis thaliana] 
274775 

54103_1.R1011 
fwa700097255.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



274776 

54131__1.R1011 

cyk700050417.fl 

BLASTX 

g629669 

252 

l.Oe-21 

104 

51 

hypothetical protein 



tomato 



Seq. No. 

Contig ID 



274777 

54132_1,R1011 

LIB189-009-Q1-E1-C5 

BLASTX 

g2118675 

282 

4.0e-25 

111 

11 

vitellogenin receptor - African clawed frog 
>gi_2366773_dbj_BAA22145__ (AB006906) vitellogenin receptor 
[Xenopus laevis] 

274778 

54136^1. RlOll 

xjt700094943.hl 

BLASTX 

g4455367 

415 

2.0e-40 

138 

62 

{AL035524) putative protein [Arabidopsis thaliana] 
274779 

54142_1.R1011 
xsy700210471.hl 

274780 

54150 l.RlOll 



38302 



5 '-most EST 



LIB18 9-009-Q1-E1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274781 

54169_1.R1011 

uC-zmflB73021dl2bl 

BLASTX 

g2129730 

220 

2.0e-29 

102 
66 

senescence-associated protein senl 
(fragment) 



Arabidopsis thaliana 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274782 

54177_1.R1011 
uC-zmflb73154el2al 

274783 

54186_1.R1011 

xmt700264376.hl 

BLASTX 

g2160182 

233 

5.0e-19 

155 

40 

(AC000132) ESTs gb_ATTS1236, gb_T4 3334 , gb_N97 019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274784 

54186_2.R1011 

uC-zmroteosinte068d09bl 

BLASTX 

g2160182 

145 

5.0e-09 

57 
51 

(AC000132) ESTs gb_ATTS1236, gb_T43334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274785 

54186_3.R1011 
hvj700624385.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274786 

54188_1.R1011 
uC-zmflb73210bllal 



Seq. No. 

Contig ID 
5 '-most EST 



274787 

54188_2.R1011 
uC-zmflb73074h05al 



Seq. No. 
Contig ID 
5 '-most EST 



274788 

54197_1.R1011 
wen700336954.hl 



38303 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g2213626 

353 

6.0e-33 

212 
36 

(AC000103) 



F21J9.18 [Arabidopsis thaliana] 



274789 

54208_1.R1011 
LIB189-009-Q1-E1-H10 

274790 

54216_1.R1011 

uC-zmroteosintell7bl2b2 

BLASTX 

g3290004 

487 

2.0e-52 

147 

73 

(U82200) pathogenesis related protein-1 



[Zea mays] 



274791 

54216_2.R1011 

LIB189-025-Q1-E1-C8 

BLASTX 

g3290004 

444 

5,0e-44 

110 

75 

{U82200) pathogenesis related protein-1 [Zea mays] 
274792 

54222_1.R1011 
uC-zmflb73015hl0bl 

274793 

54229_1.R1011 

LIB18 9-010-Q1-E1-B1 

BLASTX 

g3123286 

327 

3.0e-30 

148 
43 

LEUCYL-TRNA SYNTHETASE (LEUCINE— TRNA LIGASE) (LEURS) 
>gi_2293181 (AF008220) leucine tRNA synthetase [Bacillus 
subtilis] >gi_2635516_emb__CAB15010_ (Z99119) leucyl-tRNA 
synthetase [Bacillus subtilis] 

274794 

54230_1.R1011 
ntr700075363.hl 



Seq. No. 



274795 



38304 



Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54237_1.R1011 
LIB189-010-Q1-E1-B6 

274796 

54239_1.R1011 
ymt700223873.hl 

274797 

54245_1.R1011 
uC-zmromol7113dl0al 

274798 

54248_1.R1011 

LIB189-010-Q1-E1-C6 

BLASTX 

g417546 

671 

9.0e-71 

140 

90 

PHOTOSYSTEM II D2 PROTEIN (PHOTOSYSTEM Q (A) PROTEIN) 

>gi_82444_pir ^A31183 photosystem II protein D2 - barley 

chloroplast >gi_552472 {M38290) membrane polypeptide D2 
[Hordeum vulgar e] 

274799 

54258_1.R1011 

LIB189-010-Q1-E1-D5 

BLASTX 

g3738302 

800 

l.Oe-85 

226 

68 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi__4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

274800 

54262_1.R1011 
LIB189-010-Q1-E1-E1 

274801 

54271_1.R1011 
LIB189-010-Q1-E1-F10 

274802 

54276_1,R1011 

uC-zmflmol7158dl2bl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



38305 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274803 

54290_1.R1011 
dyk700102561.hl 

274804 

54295_1.R1011 

uC-zmflb73283cl2b2 

BLASTX 

gl353135 

227 

l.Oe-18 

105 
47 

PUTATIVE SERINE/THREONINE-PROTEIN KINASE C41C4.4 IN 
CHROMOSOME II PRECURSOR >gi_3874 8 87_emb_CAA88 100_ (Z48045) 
similar to serine/threonine kinase; cDNA EST EMBL:D26974 
comes from this gene; cDNA EST EMBL:D26978 comes from this 
gene; cDNA EST EMBL:D26977 comes from this gene; cDNA EST 
EMBL:D26976 comes from this gene; cDNA EST E 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274805 

54297_1.R1011 
wyr700237741.hl 

274806 

54297__2.R1011 

LIB3137-028-Q1-K1-E4 

BLASTX 

g2739046 

168 

3.0e-ll 

110 

31 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

274807 

54297_3.R1011 
LIB83-001-Q1-E1-A4 

274808 

54301_1.R1011 

xdb700339369.hl 

BLASTN 

g2198852 

41 

2.0e-13 

77 
88 

Zea mays cystathionine gamma-synthase (CGSl) gene, complete 
cds 



Seq. No. 

Contig ID 
5 '-most EST 



274809 

54304_1.R1011 
xsy700209724.hl 



Seq. No. 



274810 



38306 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 



54308_1.R1011 
nwy700448092.hl 

274811 

54309_1.R1011 

LIB189-011-Q1-E1-A8 

BLASTX 

g2586083 

225 

3.0e-18 

128 

40 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 

274812 

54309_3.R1011 
rvl700458826.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



274813 

54313_1.R1011 
ymt700219264.hl 

274814 

54320_1.R1011 

qmh700028717.fl 

BLASTX 

g2708307 

228 

2.0e-18 

149 

35 

(AF016370) U4/U6 small nuclear ribonucleoprotein hPrp3 
[Homo sapiens] 

274815 

54321_1,R1011 
LIB189-011-Q1-E1-C2 

274816 

54343__1.R1011 

LIB3067-036-Q1-K1-F6 

BLASTX 

g4454006 

298 

2.0e-26 

185 

40 

(AL035396) hypothetical protein [Arabidopsis thaliana] 
274817 

54345_1.R1011 
pwr700451863.hl 

274818 

54349_1.R1011 
uC-zmflb73061hllbl 



38307 



# 



Seq. No. 274819 

Contig ID 54349_2 . RlOll 

5 '-most EST uC-zmf Ib73280d09b2 

Method BLASTX 

NCBI GI g3152605 

BLAST score 180 

E value 6.0e-13 

Match length 138 

% identity 36 . , . • i 

NCBI Description (AC004482) hypothetical protein [Arabidopsis thalianaj 

Seq. No. 274820 

Contig ID 54349_3 .RICH 

5 '-most EST LIB189-011-Q1-E1-F4 



Seq. No. 274821 

Contig ID 54350_1 . RICH 

5'-most EST wty700168616 . hi 

Method BLASTX 

NCBI GI g4454484 

BLAST score 1199 

E value l.Oe-132 

Match length 313 

% identity 71 . ^.-^ • 

NCBI Description (AC006234) putative diacylglycerol kinase [Arabidopsis 

thaliana] 



Seq. No. 274822 

Contig ID 54352_1 . RlOll 

5 '-most EST uC-zmf Ib73117d06b2 

Method BLASTX 

NCBI GI g4544390 

BLAST score 621 

E value 2.0e-75 

Match length 278 

% identity 55 . i ■ i 

NCBI Description (AC007047) hypothetical protein [Arabidopsis thalianaj 

274823 

54358_1. RlOll 
LIB189-011-Q1-E1-G2 
BLASTX 
gll68548 
269 

2.0e-23 
90 
59 

HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-7 (HD-ZIP PROTEIN 

ATHB-7) >gi_629527_pir S47137 homeotic protein Athb-7 - 

Arabidopsis thaliana >gi_4 99164_emb_CAA47425_ (X67032) orf 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 274824 

Contig ID 54365_1 .RlOll 

5 '-most EST LIB18 9-011-Q1-E1-G9 



38308 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274825 

54377_1-R1011 

yyf700352440,hl 

BLASTX 

g3482979 

198 

l.Oe-14 

179 

30 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 





Seq. No. 


274826 




Contig ID 


54407 l.RlOll 




5 '-most EST 


LIB189-012-Q1-E1-D4 




Seq. No. 


274827 




Contig ID 


54419 l.RlOll 




5 '-most EST 


LIB189-012-Q1-E1-E6 




Seq. No. 


274828 




Contig ID 


54424 l.RlOll 


4= 


5 '-most EST 


uC-zmrob73080g07bl 




Method 


BLASTX 




NCBI GI 


g3193297 




BLAST score 


482 


~r ■• 


E value 


2.0e-82 




Match length 


287 




% identity 


51 




NCBI Description 


(AF069298) similar to epoxi* 






thaliana] 




Seq. No. 


274829 


[□ 


Contig ID 


54431 l.RlOll 




5 '-most EST 


nbm700466335.hl 




Method 


BLASTX 




NCBI GI 


g3738284 




BLAST score 


261 




E value 


2.0e-22 




Match length 


83 




% identity 


60 




NCBI Description 


(AC005309) unknown protein 




Seq. No. 


274830 




Contig ID 


54432 l.RlOll 




5 '-most EST 


LIB189-012-Q1-E1-G12 




Seq. No. 


274831 




Contig ID 


54434 l.RlOll 




5 '-most EST 


VUX700160684 .hi 




Method 


BLASTX 




NCBI GI 


g3894186 




BLAST score 


198 




E value 


3.0e-15 




Match length 


111 




% identity 


41 



38309 



NCBI Description {AC005662) putative embryo -abundant protein [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274832 

54435_1.R1011 
LIB3137-027-Q1-K1-G12 

274833 

54444_1.R1011 

LIB189-012-Q1-E1-H4 

BLASTX 

g4115377 

258 

2.0e-22 

74 
69 

(AC005967) unknown protein [Arabidopsis thaliana] 
274834 

54453_1.R1011 

LIB189-013-Q1-E1-A2 

BLASTX 

g3063448 

303 

l.Oe-27 

97 
55 

(AC003981) F22O13.10 [Arabidopsis thaliana] 
274835 

54454_1.R1011 
LIB189-013-Q1-E1-A3 

274836 

54458_1.R1011 

dhd700198081.hl 

BLASTX 

g3355480 

433 

2.0e-42 
142 

55 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

274837 

54471_1.R1011 

uC-zmroteosinte066h07bl 

BLASTX 

gl353193 

771 

6.0e-82 

256 

61 

0-METHYLTRANSFERASE ZRP4 (GMT) >gi_54218 6_pir JQ2268 

0-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) 0-methyltransferase [Zea mays] 



38310 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274838 

54471_2.R1011 

wty700167981.hl 

BLASTX 

gl353193 

563 

9.0e-58 

193 

61 

O-METHYLTRANSFERASE ZRP4 (OMT] 
O-methyltransf erase (EC 2.1.1. 



>gi_54218 6_pir JQ226? 

-) - maize >gi_404070 



{L14063) 0-methyltransferase [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



274839 

54474_1.R1011 
LIB189-013-Q1-E1-C4 



Seq. No. 
Contig ID 
5 '-most EST 



274840 

54478_1.R1011 
LIB189-013-Q1-E1-C9 



Seq. No. 

Contig ID 
5 '-most EST 



274841 

54483_1.R1011 
LIB3066-047-Q1-K1-H12 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274842 

54486_1.R1011 

LIB189-013-Q1-E1-D6 

BLASTX 

gl370182 

615 

5.0e-64 

132 

88 

{Z73940) RAB7A [Lotus japonicus] 



Seq. No. 
Contig ID 
5 '-most EST 



274843 

54513_1.R1011 
LIB189-013-Q1-E1-G11 



Seq. No. 

Contig ID 
5 '-most EST 



274844 

54520_1.R1011 

LIB18 9-013-Q1-E1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274845 

54540_1.R1011 

mwy700441919.hl 

BLASTX 

g4539301 

303 

3.0e-27 

174 

43 

{AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



38311 



Seq. No. 274846 

Contig ID 54548_1 . RlOll 

5 '-most EST uC-zmf lmol7220allbl 

Method BLASTN 

NCBI GI gl042259 

BLAST score 97 

E value 5,0e-47 

Match length 124 

% identity 96 

NCBI Description {Mul element insertion site, clone 9} [maize, Transposon, 
252 nt] 

Seq. No. 274847 

Contig ID 54549_1.R1011 

5 '-most EST uC-zmroteosinte086f 07bl 

Method BLASTX 

NCBI GI g3645899 

BLAST score 1182 

E value l.Oe-130 

Match length 225 

% identity 98 

NCBI Description (U68408) 5' end not determined experimentally [Zea maysj 

Seq. No. 274848 

Contig ID 5454 9_2 . RlOll 

5 '-most EST uC-zmf Im017084bl2bl 

Method BLASTX 

NCBI GI g3645899 

BLAST score 321 

E value 2,0e-29 

Match length 67 

% identity 91 

NCBI Description (U68408) 5' end not determined experimentally [Zea mays] 

Seq. No. 274849 

Contig ID 5454 9__5 . RlOll 

5 '-most EST uC-zmf Im017025c09bl 

Method BLASTX 

NCBI GI g3645899 

BLAST score 486 

E value 4.0e-83 

Match length 164 

% identity 94 

NCBI Description (U68408) 5' end not determined experimentally [Zea mays] 

Seq. No. 274850 

Contig ID 54551^1 . RlOll 

5 '-most EST LIB3136-010-Q1-K1-F1 

Method BLASTX 

NCBI GI g3367638 

BLAST score 894 

E value l.Oe-96 

Match length 223 

% identity 7 4 

NCBI Description (AJ000331) monogalactosyldiacylglycerol synthase 

[Arabidopsis thaliana] 



38312 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274851 

54554_1.R1011 
uC-zmflmol7155dllbl 

274852 

54559_2.R1011 

uC-zmflMol7004hllbl 

BLASTX 

g3250693 

145 

5.0e-09 

51 
53 

{AL024486) lectin like protein [Arabidopsis thaliana] 
274853 

54561_1.R1011 
tzu700203323.hl 

274854 

54571_1.R1011 

LIB3060-020-Q1-K1-A6 

BLASTX 

g3924613 

309 

l.Oe-27 

146 

44 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
>gi_4263512_gb_AAD15338_ (AC004044) hypothetical protein 
[Arabidopsis thaliana] 

274855 

54574_1.R1011 

LIB3069-043-Q1-K1-B3 

BLASTX 

g4263714 

421 

4.0e-41 

216 
63 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



274856 

54575__1.R1011 
LIB189-014-Q1-E1-E3 

274857 

54594_1.R1011 

LIB189-014-Q1-E1-G1 

BLASTX 

g3702323 

285 

2.0e-25 

83 
67 



38313 



NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID " 
5 '-most EST 

Seq. No- 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
-BLAST 'score 

value 
'Mifch -length" 
% identity 
NCBI Description 



274858 

54621_1.R1011 

LIB36-012-Q1-E1-A7 

BLASTX 

g3075402 

190 

6.0e-14 

104 

42 

(AC004484) unknown protein [Arabidopsis thaliana] 
274859 

54622_1.R1011 

pmx700088376.hl 

BLASTX 

gl946371 

458 

2.0e-45 

192 

46 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

274860 

54623_1.R1011 
LIB84-004-Q1-E1-E6 

274861 

54636^1, RlOll 

LIB3060-025-Q1-K1~E12 

BLASTX 

g3738303 

570 

l.Oe-58 

177 

62 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249399 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



274862 

54653_1.R1011 
xmt700258655,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274863 

54660_1.R1011 

uC-2mflmol7017f08bl 

BLASTX 

g2501599 

251 

2.0e-21 

76 

63 

HYPOTHETICAL 29.1 KD PROTEIN W06E11.4 IN CHROMOSOME III 
>gi_669022 {U20862) W06E11.4 gene product [Caenorhabditis 



38314 



elegans] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274864 

54673_1,R1011 

LIB3137-04 9-Q1-K1-F4 

BLASTX 

g3152568 

909 

l.Oe-101 

355 

58 

(AC002986) Similar to hypothetical protein product 

gb_Z97 337 from A. thaliana. EST gb__H7 65 97 comes from this 

gene, [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274865 

54680_1.R1011 

LIB189-016-Q1-E1-B5 

BLASTX 

g3668091 

241 

4.0e-20 

187 

12 

(AC004 667) hypothetical protein [Arabidopsis thalxana] 



Seq. No, 
Contig ID 
5 '-most EST 



274866 

54681_1.R1011 
uC-zmflmol7 040fl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



274867 

54681_2.R1011 
uC-zmflMol7 005f02bl 



Seq. No, 
Contig ID 
5 '-most EST 



274868 

54691_1.R1011 
wyr700239986.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



274869 

54693_1,R1011 

uC-zmroteosinte084d01bl 

BLASTX 

g4432844 

543 

2.0e-93 

237 
74 

(AC006283) unknown protein [Arabidopsis thaliana] 
274870 

54703_1.R1011 

LIB189-016-Q1-E1-E6 

BLASTX 

g4455236 

155 

4.0e-10 

76 



38315 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AL035523) hypothetical protein [Arabidopsis thaliana] 
274871 

54721_1.R1011 

xyt700345456.hl 

BLASTX 

g421842 

159 

l.Oe-10 

120 
35 

potassium channel protein - Arabidopsis thaliana >gi__166774 
(M86990) potassium channel protein [Arabidopsis thaliana] 
>gi_1065906 (U25088) potassium channel protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274872 

54722_1.R1011 
uC-zmflmol7031h04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274873 

54736^1. RlOll 

LIB30 60-02 9-Q1-K1-D9 

BLASTX 

g2262116 

322 

2.0e-29 

248 
32 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
274874 

54745_2.R1011 
uC-zmflb73018f02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 



274875 

54751_1.R1011 

LIB3062-019-Q1-K1-D2 

BLASTX 

g4512678 

881 

l.Oe-94 

292 
61 

(AC006931) unknown protein [Arabidopsis thaliana] 
274876 

54751_2.R1011 
uer700582820.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



274877 

54757_1.R1011 

tzu700201251.hl 

BLASTX 

g2589164 

489 



38316 



E value 
Match length 
% identity 
NCBI Description 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



7 .Oe-49 

169 

78 

(D88452) 



aldehyde oxidase-2 [Zea mays] 



[Zea mays] 



274878 

54757_3.R1011 

ntr700073364.hl 

BLASTX 

g2589164 

1672 

O.Oe+00 

361 

89 

(D88452) aldehyde oxidase-2 
274879 

54762_1.R1011 
LIB189-017-Q1-E1-D4 



274880 

54763_1.R1011 

LIB189-017-Q1-E1-D6 

BLASTX 

g4512705 

510 

6. Oe-52 

133 

78 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

274881 

54766^1. RICH 
LIB189-017-Q1-E1-D9 

274882 

54769_1.R1011 

LIB3069-039-Q1-K1-E11 

BLASTX 

gl399265 

399 

l.Oe-38 

133 

59 

(U31751) calmodulin-domain protein kinase CDPK isoform 9 
[Arabidopsis thaliana] 

274883 

54772_1.R1011 
uC-zmflb73071d08b3 

274884 

54775_1.R1011 
cyk700051682.fl 
BLASTX 
gl762144 



38317 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 
5 '-most EST 



452 

8.0e-45 

205 

44 

(U484 35) putative cytochrome P450 [Solanum chacoense] 
274885 

54790_1.R1011 

LIB189-017-Q1-E1-F9 

BLASTX 

g2331287 

224 

4.0e-18 

143 

36 

(AF013188) release factor 2 [Bacillus subtilis] >gi_2618874 
{AF017113) putative peptide chain release factor RF-2 
[Bacillus subtilis] >gi_2636055_emb_CABl5546 . 1_ (Z99122) 
peptide chain release factor 2 [Bacillus subtilis] 

274886 

54799_1.R1011 
wyr700237818.hl 

274887 

54801_1.R1011 
gct701179302.hl 

274888 

54801_2.R1011 
xdb700339129.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



274889 

54820_1.R1011 
dyk700105945.hl 

274890 

54821_1.R1011 

rvt700551289.hl 

BLASTX 

gl32731 

151 

2.0e-09 

112 

34 

503 RIBOSOMAL PROTEIN L18 >gi_71260_pir R5YM18 ribosomal 

protein L18 - Mycoplasma capricolum (SGC3) 

>gi_44225_emb_CAA29720_ (X06414) ribosomal protein L18 (AA 
1-116) [Mycoplasma capricolum] 

274891 

54825_1.R1011 
vux700160060.hl 



Seq. No. 
Contig ID 
5 '-most EST 



274892 

54841^1. RICH 
LIB189-018-Q1-E1-D1 



38318 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 




274893 

54853_1.R1011 
nbm700472983.hl 

274894 

54855_1.R1011 
gct701174014.hl 

274895 

54858_1,R1011 
LIB189-018-Q1-E1-E6 

274896 

54860_1.R1011 

uC-zmflb73116c01b2 

BLASTX 

g4455338 

252 

2.0e-21 

71 

62 

(AL035525) putative protein 
274897 

54866_1.R1011 
clt700044863.fl 

274898 

54874_2.R1011 
qmh700029735.fl 

274899 

54874_4.R1011 
xsy700212989.hl 

274900 

54891_1.R1011 

LIB189-018-Q1-E1-H7 

BLASTX 

g3540207 

322 

8.0e-30 

144 

44 

(AC004260) Putative protein 
274901 

54897_2.R1011 
LIB189-019-Q1-E1-A3 

274902 

54897_3.R1011 
uwc700152133.hl 

274903 

54905 l.RlOll 




[Arabidopsis thaliana] 



kinase [Arabidopsis thaliana] 



38319 





LTBfi 3-0 02-01 -E1-F9 

XJ J. i~J \J O \J \J ^ J. -I—I J- i- ~/ 




BLASTN 

uxjr^kJ X i,N 


NCBI GI 


gl245938 


BLAST score 


37 


JUJ V Ct J. Lit? 


5 . Oe-11 




37 


§r -i Hon t" 1 1" v 


100 


NPRT np'^iPT'i nl" "i nn 


rshClP— /* bei" a— rhloride channel ClC— 




heart atrium, mRNA, 2998 nt] 


Sea No 


274904 


Contia ID 


54911 1 RlOll 


5 '-most EST 


fwa700^099959 hi 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST scorp 


36 


E 1 IIP 


1 . Oe-10 


Mal'oh 1 pncrtb 


36 


% ldpnti1"v 


100 


NCR! Dp s p T "i d1" 1 on 


Xenopus laevis cDNA clone 27A6~1 


O G • L\ • 


274 905 


Contia ID 


54914 1 RlOll 




T,TR1 Q-nl -F1 -PI 


Method 


BLASTN 


NCBI GI 


g3821780 


DXjiT.O 1 O^^Wl-t; 




Ej W dJL Lit; 


1 np-1 0 




47 




66 


NCBI DpspriDtion 


XpnoDiis Ispvis pDNA clone 27A6— 1 


Qprr No 


274906 


Ton f i a ID 


54916 1 Rl 01 1 


S'-mnst F.ST 


nC-yTTiTO'^Posi ntp088h03b1 


MpI" h r\r\ 


RT.A^Ty 
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NCRI GT 
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E value 


l.Oe-164 
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87 


NPRT npQpyiTTl""! on 
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WX LJ-^^W O O >_/ k^llW O k-'llCIi L.O k^v^Xl y ^X ^1 iCl O ^ |_ 


O G • L^Hjf » 




Contia ID 


54918 1 RlOll 

vJ ^ ^ X V X ■ IXX W J L 


5 '-most EST 


uC-zmflmol7100d03bl 


Method 


BLASTX 


NCBI GI 


g927575 


BLAST score 


666 


E value 


6.0e-70 


Match length 


196 


% identity 


60 



(AJ000182) 



NCBI Description 
Seq. No. 



(U12926) alpha galactosidase [Glycine max] 



274908 



38320 



Contig ID 


54921 l.RlOll 


5 '-most EST 


nbm700477028 .hi 


Method 


BLASTX 


NCBI GI 


a4204275 


BLAST score 


250 


E value 


5.0e-21 


Match length 


234 


S; 'iHp^TI"l~1'h\7 
O J- ^^Cii U J- U ^ 


32 


NCBI Description 


{AC00414 6) Unknown protein [Arabidopsis thaliana] 


Seq, No. 


274909 


Contig ID 


54932 l.RlOll 


5 '-most EST 


LIB3062-050-Q1-K1-D3 


Seq. No. 


274910 


Contig ID 


54933 l.RlOll 


5 '-most EST 


LIB3066-004-Q1-K1-F9 


Method 


BLASTX 


NCBI Gl 


a4455244 


BLAST score 


190 


E value 


3.0e-14 


Match length 


103 


% identity 


40 


NCBI Description 


(AL035523) MtN3-like protein [Arabidopsis thaliana] 


Seq. No. 


274911 


Contig ID 


54942 l.RlOll 


5 '-most EST 


LIB189-019-Q1-E1-E4 


Method 


BLASTX 


NCBI GI 


g2500543 


BLAST score 


243 


E value 


3.0e-22 


Match length 


173 


0 X^diL._LL.y 


•J vJ 


NCBI Description 


PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 




HELICASE EEED8.5 >gi_733602 (U23484) similar to S. 




cerevisiae pre-mRNA splicing factor RNA helicase PRP22 




(SP:PR22_YEAST, P24384) and other DEAH subfamily membe 




the DEAD box family helicases [Caenorhabditis elegans] 


Seq. No. 


274912 


Contig ID 


54944 l.RlOll 


5 '-most EST 


gwl700615179.hl 


Method 


BLASTX 


NCBI GI 


a2880049 


BLAST score 


417 


E value 


l.Oe-4 6 


Match length 


155 


% identity 


66 


NCBI Description 


(AC002340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


274913 


Contig ID 


54950 l.RlOll 


5 '-most EST 


LIB189-019-Q1-E1-F2 


Method 


BLASTX 


NCBI GI 


g4417304 


BLAST score 


381 



38321 



® 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-36 

139 
51 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274914 

54953__1.R1011 

uC-zmflm017205g04bl 

BLASTX 

g3402690 

165 

3.0e-16 

129 

45 

(AC004 697) hypothetical protein, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



274915 

54957_1,R1011 

LIB18 9-019-Q1-E1-G11 



Seq. No. 

Contig ID 
5 ' -most EST 



274916 

54958__1.R1011 
uC-zmromol7 068h08al 



Seq. No. 
Contig ID 
5 '-most EST 



274917 

54964_1.R1011 
LIB189-019-Q1-E1-H1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274918 

54965_1.R1011 

LIB83-001-Q1-E1-D5 

BLASTX 

g3283057 

173 

3.0e-12 

48 

71 

(AF054617) one helix protein 



[Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



274919 

54969_1.R1011 
LIB3136-009-Q1-K1-H12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274920 

54993_1.R1011 

LIB3136-036-Q1-K1-F1 

BLASTN 

g22245 

34 

2.0e-09 

82 

85 

Zea mays DNA for cin4 
transcriptase) 



element (showing homology to reverse 



38322 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Contig ID 
5 '-most EST 



274921 

54993_2.R1011 
uC-zmflmol7 023g07bl 

274922 

54999_1.R1011 

fwa700100825.hl 

BLASTX 

g4101705 

429 

3.0e-42 

137 

58 

(AF006079) glucose acyltransf erase [Solanum berthaultii] 
274923 

55000_1.R1011 

clt700046122.fl 

BLASTX 

g2760327 

469 

6.0e-47 

103 
44 

(AC002130) F1N21.12 [Arabidopsis thaliana] 
274924 

55005_2.R1011 

wen700333615.hl 

BLASTX 

gl438883 

304 

2.0e-27 

85 
62 

(U43840) GmCK3p [Glycine max] 
274925 

55011^1. RlOll 
uC-zmroteosinte057c09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



274926 

55038_1.R1011 

uC-zmflb73206dl2bl 

BLASTX 

g3461836 

287 

3,0e-25 

167 

43 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi__3927841 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 

274927 

55040 l.RlOll 



38323 



5 '-most EST 


uC-zmflmol7293g09bl 


Method 


BLASTX 


IN ^ £5 ± O ± 




BLAST score 


186 


E value 


l.Oe-13 


Match length 


47 


% identity 


77 


NCBI Description 


(AC007071) unknown 


Seq. No. 


274928 


Contig ID 


55047 l.RlOll 


5 '-most EST 


pmx700082661.hl 


Method 


BLASTX 


NCBI GI 


g3831457 




3 O D 


E value 


8.0e-55 


Match length 


158 


% identity 


65 


NCBI Description 


(AC005700) putative 




thaliana] 


Seq. No. 


274929 


Contig ID 


55051 l.RlOll 


5 '-most EST 


zla700379734.hl 


Method 


BLASTX 


NCBI GI 


g3047106 




J. o ^ 


E value 


l,0e-13 


Match length 


73 


% identity 


55 


NCBI Description 


(AF058919) Arabidop 




(SP:P93041) [Arabid 


Seq. No. 


274930 


Contig ID 


55055 l.RlOll 


5 '-most EST 


uC-zmflmol717 9g02bl 


Method 


BLASTX 


L\ \^ i-J J. VJ A, 




BLAST score 


984 


E value 


l.Oe-106 


Match length 


375 


% identity 


73 


NCBI Description 


(AL035526) putative 


Seq. No, 


274931 


Contig ID 


55055 2.R1011 


5 '-most EST 


LIB189-021-Q1-E1-B3 


Method 


BLASTX 


LN ^ D X ^JI JL 




BLAST score 


535 


E value 


8.0e-55 


Match length 


144 


% identity 


77 


NCBI Description 


(AL035526) putative 


Seq. No. 


274932 


Contig ID 


55060__1.R1011 



putative ion channel protein [Arabidopsis 



38324 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



uC-zmflmol7266hl0bl 

BLASTX 

g3393062 

843 

2.0e-90 

235 

66 

(Y17386) 



putative In2.1 protein [Triticum aestivum] 



274933 

55060_2.R1011 

uC-zmflb73030c06bl 

BLASTX 

g3393062 

611 

3.0e-63 

156 
70 

{Y17386) putative In2 . 1 protein [Triticum aestivum] 
274934 

55069_1.R1011 

uC-zmflmol7288a06bl 

BLASTX 

g3258570 

782 

2.0e-83 

195 

79 

(U89959) Unknown protein [Arabidopsis thaliana] 



274935 

55072_1.R1011 

rvt700551684.hl 

BLASTX 

g4539665 

509 

4.0e-72 

198 

70 

(AF061282) polyprotein 



[Sorghum bicolor] 



274936 

55079_1.R1011 

LIB189-021-Q1-E1-D9 

BLASTX 

gl616661 

481 

l.Oe-48 

117 

79 

(U49388) adenylosuccinate synthetase [Zea mays] 
274937 

55096__1.R1011 
clt700046209.fl 



38325 



® 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274938 

55097_1.R1011 

uC-zmflb73296d04al 

BLASTX 

g4263711 

478 

4.0e-48 

118 

75 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 * -most EST 



274939 

55099_1.R1011 
uwc700152154.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274940 

55113_1.R1011 

uC-zmroteosinte032e01bl 

BLASTX 

g3549672 

715 

3.0e-75 

282 

56 

(AL031394) putative protein [Arabidopsis thaliana] 
274941 

55118_1.R1011 
uC-zmroteosinte093f 06b2 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274942 

55124_1.R1011 

LIB3136-057-Q1-K1-G9 

BLASTX 

g4544427 

237 

2.0e-35 

99 

77 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274943 

55124__2.R1011 

LIB189-024-Q1-E1-E11 

BLASTX 

g729535 

446 

2.0e-44 

111 

92 

FERREDOXIN-THIOREDOXIN REDUCTASE, CATALYTIC CHAIN PRECURSOR 
(FTR-C) (FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT B) 
(FTR-B) 



Seq. No. 



274944 



38326 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55124__3.R1011 

pmx700091005.hl 

BLASTX 

g729535 

342 

5.0e-32 

75 
89 

FERREDOXIN-THIOREDOXIN REDUCTASE, CATALYTIC CHAIN PRECURSOR 
(FTR-C) (FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT B) 
(FTR-B) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



274945 

55134_1.R1011 

LIB18 9-022-Q1-E1-B3 

BLASTX 

g2576255 

574 

3.0e-59 

186 

60 

(AJ001729) TH65 protein [Arabidopsis thaliana] 
274946 

55149_1.R1011 
LIB189-022-Q1-E1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274947 

55164__1.R1011 

LIB189-022-Q1-E1-E4 

BLASTX 

g537404 

1319 

l.Oe-146 

276 

86 

(D26537) 
sativa] 



WSI76 protein induced by water stress [Oryza 



274948 

55164__3.R1011 

xsy700208794.hl 

BLASTX 

g537404 

181 

2.0e-13 

38 

92 

(D26537) WSI76 protein induced by water stress [Oryza 
sativa] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



274949 

55166_2.R1011 

uC-zmroteosinteOllf 06bl 

BLASTX 

g3650036 

201 



38327 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 



4.0e-15 

71 

52 

(AC005396) 



putative transposase [Arabidopsis thaliana] 



274950 

55167_1.R1011 

xjt700096639.hl 

BLASTX 

g2288985 

377 

5.0e-36 

203 
40 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
274951 

55184_1.R1011 
LIB18 9-022-Q1-E1-G4 

274952 

55185__1.R1011 
LIB18 9-030-Q1-E1-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



274953 

55199_1.R1011 

ymt700218848.hl 

BLASTX 

g3880929 

172 

4 .Oe-12 

135 
32 

(AL021481) similar to WD domain, G-beta repeat (2 domains) ; 
cDNA EST yk258d4,3 comes from this gene; cDNA EST yk338d5.3 
comes from this gene; cDNA EST yk:338d5.5 comes from this 
gene; cDNA EST yk258d4.5 comes from this gene [Cae 

274954 

55214_1.R1011 
xsy700211173.hl 

274955 

55227_1.R1011 
LIB189-023-Q1-E1-D1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274956 

55230_1.R1011 

uC-zmflMol7 004g04bl 

BLASTX 

g4581111 

167 

2.0e-ll 

153 
27 

(AC005825) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



38328 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274957 

55238_1.R1011 

ceu700422753.hl 

BLASTX 

g3426048 

313 

7,0e-29 

78 
78 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274958 

55243_1.R1011 
LIB189-023-Q1-E1-E4 



Seq. No. 

Contig ID 
5 '-most EST 



274959 

55243__2.R1011 
fdz701165269,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274960 

55247_1.R1011 

LIB18 9-023-Q1-E1-E8 

BLASTX 

g3688191 

151 

8.0e-10 

79 
47 

(AJ010090) MAP3K alpha protein kinase 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274961 

55256_1.R1011 

LIB3067-039-Q1-K1-B12 

BLASTX 

g4406764 

486 

9.0e-49 

234 
44 

(AC006836) 
thaliana] 



putative uridylyl transferase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



274962 

55258_1.R1011 
LIB18 9-023-Q1-E1-F8 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



274963 

55279_1.R1011 

tfd700576289,hl 

BLASTX 

g4539003 

359 

9.0e-34 

200 



38329 



% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



39 

(AL04 9481) putative protein [Arabidopsis thaliana] 
274964 

55285_1.R1011 
LIB189-024-Q1-E1-A4 

274965 

55291_1.R1011 
uC-zmflb73142h01bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



274966 

55307_1.R1011 
pmx700086234.hl 

274967 

55307_2.R1011 
uC-zmflmol7 057e02bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274968 

55307_3.R1011 
LIB189-024-Q1-E1-C5 

274969 

55316_1.R1011 
LIB189-024-Q1-E1-D4 

274970 

55330_1.R1011 

LIB18 9-024-Q1-E1-E8 

BLASTX 

g3738299 

159 

5.0e-ll 

48 

58 

(AC005309) putative glutaredoxin [Arabidopsis thaliana] 
>gi_4249395 {AC006072) putative glutaredoxin [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



274971 

55333__1.R1011 

tfd700571009.hl 

BLASTX 

g2506470 

578 

3.0e-66 

179 

70 

ALPHA-1,4 GLUCAN PHOSPHORYLASE, L ISOFORM PRECURSOR (STARCH 
PHOSPHORYLASE L) >gi_1616637_emb_CAA85354_ (Z36880) 
alpha-1,4 Glucan Phosphorylase, L isoform precursor [Vicia 
faba] 

274972 

55344_1.R1011 
lhp700053424.rl 



38330 



Method 


BLASTX 






BLAST score 


207 


E value 


3.0e-16 


Match length 


109 


% identity 


A 9 


NCBI Description 


(Y11988) FPEl protein [Arabidopsis thaliana] 


Seq. No. 


274973 


— 1 /-V TVS 

uoncig lu 


0DO04 ±.K±UJ.J. 


5 '-most EST 


LIB3137-030-Q1-K1-C1 


Seq. No. 


274974 


uonT-iy LU 


DD3D^ ^•ixLULL 


5 '-most EST 


LIB3136-011-Q1-K1-G5 


Seq. No. 


274975 


uonmy lu 


DD^D^ 0*t\L\JLL 


5* -most EST 


uC-zmflmol7221fl0bl 


Seq. No. 


274976 


Contig ID 


55354 4. RICH 


5 '-most EST 


dyk700102046.hl 


Seq. No. 


274977 


Contig ID 


55355 l.RlOll 


5 '-most EST 


LIB189-024-Q1-E1-H11 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


75 


E value 


2.0e-33 


Match length 




% identity 


93 


NCBI Description 


Zea mays cosmid IV. lEl 22-kDa alpha zein prot 




(sz22-21) gene, complete cds; retrotransposon 




protein, polyprotein, and copia protein genes 




cds; and unknown genes 


Seq. No. 


274978 


Contig ID 


55355 2.R1011 


5 '-most EST 


wty700167950.hl 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


68 


E value 


8,0e-30 


Match length 


1 9 


% identity 


99 


NCBI Description 


Zea mays cosmid IV.lEl 22-kDa alpha zein prot 




(sz22-21) gene, complete cds; retrotransposon 




protein, polyprotein, and copia protein genes 




cds; and unknown genes 


Seq. No, 


274979 


Contig ID 


55355 3.R1011 


5 '-most EST 


uC-zmflmol7163a08al 



~2 gag 



Seq. No. 



274980 



38331 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method" 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55356_1.R1011 
uC-zmflmol7264a05al 

274981 

55356_2,R1011 

LIB18 9-024-Q1-E1-H12 

274982 

55358_1.R1011 
LIB189-024-Q1-E1-H3 

274983 

55363__1.R1011 

uC-zmflm01708 6d05bl 

BLASTX 

g4557445 

208 

3.0e-16 

153 
14 

RCCl-like G exchanging factor RLG >gi_378 97 99 {AF060219) 
RCCl-like G exchanging factor RLG [Homo sapiens] 

274984 

55371__1.R1011 

uC-zmflMol7019b07bl 

BLASTX 

g461999 

632 

4.0e-66 

145 

81 

ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 
274985 

55387_1.R1011 

xmt700263457.hl 

BLASTX 

g3025189 

380 

2.0e-36 

174 

42 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 
sp. ] 

274986 

55391_1.R1011 

wyr700240610.hl 

BLASTX 

g3142301 

343 

7.0e-32 

90 

72 

(AC002411) Contains similarity to neural cell adhesion 



38332 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



molecule 2, large isoform precursor gb_M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q0594 6. 
ESTs gb_N65081 gb_Z30910, gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 

274987 

55397_1,R1011 

LIB18 9-025-Q1-E1-D12 

BLASTX 

g3292826 

168 

l.Oe-11 

54 

56 

(AL031018) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identit^^ 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274988 

55403_1.R1011 

nbm700466410.hl 

BLASTX 

g3953458 

948 

l.Oe-111 

264 
78 

(AC002328) F20N2. 



3 [Arabidopsis thaliana] 



274989 

55404_1.R1011 

hbs701183884.hl 

BLASTX 

gl871176 

378 

6.0e-36 

221 
40 

(U90439) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274990 

55408^1. RICH 

uC-zmflmol7180g01bl 

BLASTX 

g3927831 

269 

5,0e-23 

304 

29 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



274991 

55408_2.R1011 
LIB18 9-025-Q1-E1-E2 



Seq. No. 
Contig ID 
5 '-most EST 



274992 

55418_1.R1011 
LIB189-025-Q1-E1-F3 



38333 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274993 

55419_1.R1011 
LIB189-025-Q1-E1-F4 

274994 

55421_1.R1011 

ymt700219052.hl 

BLASTX 

g4587549 

920 

3.0e-99 

271 
66 

(AC006577) Similar to gb_U55861 RNA binding protein 
nucleolysin (TIAR) from Mus musculus and contains several 
PF_00076 RNA recognition motif domains. ESTs gb_T21032 and 
gb_T44127 come from this gene. [Arabidopsis t 

274995 

55424_1.R1011 

LIB189-025-Q1-E1-G10 

BLASTX 

g2347195 

270 

7.0e-24 

84 

61 

(AC002338) hypothetical protein [Arabidopsis thaliana] 
274996 

55437_1.R1011 

uC-zmflmol7190d01bl 

BLASTN 

g5091496 

41 

l,0e-13 

89 
87 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

274997 

55444_1.R1011 
LIB18 9-026-Q1-E1-A1 

274998 

55447_1.R1011 

LIB18 9-02 6-Q1-E1-A12 

BLASTX 

g3258576 

598 

9.0e-62 

218 
55 

(U89959) Unknown protein [Arabidopsis thaliana] 



38334 



11 



Seq. No. 
Contig ID 
5 '-most EST 



274999 

55457_1.R1011 
LIB189-026-Q1-E1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



275000 

55482__1.R1011 
LIB189-026-Q1-E1-E11 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275001 

55484_1.R1011 

LIB18 9-028-Q1-E1-C10 

275002 

55490_1.R1011 

LIB18 9-026-Q1-E1-F11 

BLASTX 

gl731023 

239 

6.0e-20 

104 

45 

HYPOTHETICAL 56.4 KD PROTEIN IN SODA-COMGA INTERGENIC 
REGION >gi_1303863_dbj_BAA12519_ (D84432) YqgP [Bacillus 
subtilis] >gi_2634 921_emb_CAB14418_ (Z99116) similar to 
hypothetical proteins [Bacillus subtilis] 



Seq. No. 


275003 


Contig ID 


55493 2.R1011 


5 '-most EST 


dyk700103072.hl 


Method 


BLASTX 


NCBI GI 


gl946265 


BLAST score 


217 


E value 


l.Oe-19 


Match length 


51 


% identity 


84 


NCBI Description 


(Y11414) myb [Oryza sativa] 


Seq. No. 


275004 


Contig ID 


55525 l.RlOll 


5 '-most EST 


LIB189-027-Q1-E1-A9 


Seq. No. 


275005 


Contig ID 


55562 l.RlOll 


5 '-most EST 


cjh700197567.hl 


Seq. No. 


275006 


Contig ID 


55568 l.RlOll 


5 '-most EST 


LIB189-027-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


179 


E value 


l.Oe-12 


Match length 


119 


%' identity 


35 


NCBI Description 


(Y12464) serine/threonine I 


Seq. No. 


275007 



38335 



Contig ID 
5 '-most EST 



55582_1.R1011 
LIB189-027-Q1-E1-G11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275008 

55591_1.R1011 
LIB3060-04 7-Q1-K1-A8 

275009 

55594_1.R1011 
pmx700084123.hl 

275010 

55596__1.R1011 

LIB189-029-Q1-E1-D5 

BLASTN 

g3821780 

37 

3.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
275011 

55599_1.R1011 
LIB189-028-Q1-E1-A11 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275012 

55600_1.R1011 
uC-zmflMol7 065g09bl 

275013 

55604_1.R1011 
LIB189-028-Q1-E1-A6 

275014 

55628_1.R1011 

wty700164450.hl 

BLASTX 

g3511223 

759 

5.0e-81 

157 

89 

(AF069528) plant adhesion molecule 1 [Arabidopsis thaliana] 
275015 

55632_1,R1011 

dyk700105076.hl 

BLASTX 

gl514971 

168 

2.0e-ll 

107 

36 

(D83948) Sl-1 protein [Rattus norvegicus] 



Seq. No. 



275016 



38336 



® 



Contig ID 


55634 l.RlOll 


5 '-most EST 


uC-zmrob73057gllal 


Method 


BLASTX 


NCBI GI 


g2088651 


OJ_jjri.o i, ootJ-Lc; 


354 


E value 


2.0e-33 


Match length 


105 


% identity 


61 


NCBI Description 


(AF002109) hypersensitivity-related gene 201 isolog 




[Arabidopsis thaliana] 


Seq. No. 


275017 


Contig ID 


55637 l.RlOll 


5 '-most EST 


arm700460715.hl 


Method 


BLASTX 






BLAST score 


226 


E value 


l.Oe-18 


Match length 


78 


% identity 


51 


NCBI Description 


(AC001645) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


275018 


Contig ID 


55645 l.RlOll 


5 '-most EST 


LIB18 9-028-Q1-E1-E5 


Method 


BLASTX 




go / D o 0 o 


BLAST score 


866 


E value 


2.0e-93 


Match length 


170 


% identity 


94 


NCBI Description 


(L37750) kaurene synthase A [Zea mays] 


Seq. No. 


275019 


Contig ID 


55646 l.RlOll 


5 '-most EST 


ceu700429860.hl 


Method 


BLASTN 






BLAST score 


38 


E value 


7.0e-12 


Match length 


42 


% identity 


98 


NCBI Description 


Oryza sativa secl4 like protein mRNA, complete cds 


Seq. No. 


275020 


Contig ID 


55657 l.RlOll 


5 '-most EST 


xjt700094146.hl 


Method 


BLASTX 






BLAST score 


405 


E value 


2.0e-39 


Match length 


152 


% identity 


61 


NCBI Description 


{AB017693) transfactor [Nicotiana tabacum] 


Seq. No. 


275021 


Contig ID 


55669_1.R1011 



38337 



5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID- 
S' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 



LIB18 9-028-Q1-E1-G9 
275022 

55677__1.R1011 
wen700335650.hl 

275023 

55690_1.R1011 

xsy700214776.hl 

BLASTX 

g3721926 

731 

l.Oe-77 

160 

91 

(AB017480) chloroplast FtsH 
275024 

55694_1.R1011 
LIB189-029-Q1-E1-B10 

275025 

55696_1.R1011 
clt700043707.fl 

275026 

55703_1.R1011 

cat700016784.rl 

BLASTX 

g3980397 

192 

4.0e-14 

123 

41 

(AC004561) putative protein 
thaliana] 

275027 

55703_2.R1011 
uC-zmflmol7139b05al 

275028 

55708_1.R1011 
LIB189-029-Q1-E1-C3 

275029 

55708_2.R1011 
mwy700441505,hl 

275030 

55711_1.R1011 
uC-zmflb73258h06a2 

275031 

55711_2,R1011 

LIB189-029-Q1-E1-C6 

BLASTX 



protease [Nicotiana tabacum] 



phosphatase 2C [Arabidopsis 



38338 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g729842 
270 

l.Oe-23 

86 

66 

CHLOROPLAST MEMBRANE -ASSOC I AT ED 30 KD PROTEIN PRECURSOR 
(M30) >gi_1076532_pir S47966 probable lipid transfer 

protein M30 precursor - garden pea >gi_169107 (M73744) IM30 
[Pisum sativum] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275032 

55715_1.R1011 

LIB18 9-02 9-Q1-E1-D1 

BLASTX 

g586038 

554 

5.0e-57 

132 
83 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN CHLOROPLAST 
PRECURSOR (SRP54) (54 CHLOROPLAST PROTEIN) (54CP) (FFC) 

>gi_480296_pir S36637 signal recognition particle 54CP 

protein precursor - Arabidopsis thaliana 
>gi_396701_emb_CAA7 9981_ (Z21970) 54CP [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275033 

55724_1.R1011 

LIB30 66-00 9-Q1-K1-C8 

BLASTX 

g3212865 

741 

l.Oe-78 

225 

64 

{AC004005) unknown protein [Arabidopsis thaliana] 
275034 

55726__1.R1011 
LIB189-029-Q1-E1-E1 



Seq. No. 

Contig ID 
5 '-most EST 



275035 

55726__2.R1011 
uC-zmflb73048al2bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 



275036 

55726_3.R1011 
LIB3136-021-Q1-K1-C1 

275037 

55728_1.R1011 

LIB18 9-02 9-Q1-E1-E11 

275038 

55729_1.R1011 

LIB3059-029-Q1-K1-F2 

BLASTX 



38339 



© 



NCBI GI 


al652434 


BLAST score 


445 


E value 


7.0e-44 


Match length 


184 






NCBI Description 


(D90905) N-acetylglutamate kinase [Synechocy 


Seq. No, 


275039 


Cr\Ti t- n rr T H 
LyUIlLXy J, U 


1 pinii 

00/4/ ±.r\.lUXJ- 


5 '-most EST 


LIB18 9-029-Q1-E1-G1 


Seq. No. 


275040 


Contig ID 


55751 l.RlOll 


5 '-most EST 


LIB3060-015-Q1-K1-D4 


Seq. No. 


275041 


Contig ID 


55755 l.RlOll 


5 '-most EST 


LIB83-013-Q1-E1-B7 


Method 


BLASTX 


NCBI GT 




BLAST score 


381 


E value 


l.Oe-36 


Match length 


157 




0 u 


NCBI Description 


(AL022198) hypothetical protein [Arabidopsis 


Seq. No, 


275042 


Contig ID 


55765 l.RlOll 


5 '-most EST 


uC-zmflmol7324cl2al 


Seq. No. 


275043 


Contig ID 


55773 l.RlOll 


5 '-most EST 


LIB189-030-Q1-E1-A5 


Method 


BLASTX 


LN £j X O J. 




BLAST score 


312 


E value 


l,0e-28 


Match length 


93 


% identity 


57 


NCBI Description 


(U19925) unknown [Arabidopsis thaliana] 


Seq. No. 


275044 


Contig ID 


55776_1,R1011 


5 '-most EST 


uC-zmflmol7238b08al 


Method 


BLASTN 


LD Jl. O J. 


y ii. ^ u «j ± 


BLAST score 


39 


E value 


2.0e-12 


Match length 


51 


% identity 


94 


NCBI Description 


H.vulgare mRNA for GRP94 homologue 


Seq. No. 


275045 


Contig ID 


55782 l.RlOll 


5 '-most EST 


uC-zmflb73251dllb3 


Method 


BLASTX 


NCBI GI 


g585747 



38340 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1172 

l.Oe-129 

277 

81 

PHYTOENE SYNTHASE 2 
phytoene synthase 2 
>gi_437020 (L23424) 
esculentum] 



PRECURSOR >gi_107 6590_pir ^A4 9558 

precursor - tomato (fragment) 
phytoene synthase [Lycopersicon 



Seq. No. 

Contig ID 
5 '-most EST 



275046 

55786_1.R1011 
ceu700427724.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



275047 

55788_1.R1011 

LIB189-030-Q1-E1-C11 

BLASTX 

g4033424 

980 

l.Oe-106 

203 

91 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) 
pyrophosphatase [Zea mays] 



inorganic 



275048 

55819_1.R1011 

ntr700071956.hl 

BLASTX 

g4263722 

474 

2.0e-47 

198 
55 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
275049 

55821_1.R1011 

uC-zmflb73233b08bl 

BLASTX 

gl654140 

649 

9,0e-68 

276 
52 

(U37840) lipoxygenase [Lycopersicon esculentum] 
275050 

55822_1.R1011 

LIB30 62-04 3-Q1-K1-H2 

BLASTX 

g2980776 

504 

l.Oe-50 

109 

79 



38341 



NCBI Description 


(AL022198) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


275051 




1 RlOll 


5 '-most EST 


LIB189-030-Q1-E1-F9 


Seq. No. 


275052 






5 '-most EST 


LIB189-030-Q1-E1-H3 


Seq. No. 


275053 


Contig ID 


55842 1. RlOll 


5 '-most EST 


uwc700152168.hl 


Seq. No. 


275054 


Contig ID 


55852 1. RlOll 


5 '-most EST 


uC-zmflm017026a07bl 


Method 


BLASTX 


IN O O J. OX 


\^ £^ KJ KJ ^ \J ^ 


BLAST score 


1025 


E value 


l.Oe-111 


Match length 


301 


^ laenuiL-Y 


o o 


NCBI Description 


(AC002335) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


275055 


L-onng ±jj 


OOODx X.ixxUxx 


5 '-most EST 


cat70'0020190.rl 


Seq. No. 


275056 


Contig ID 


55863 1. RlOll 


5 '-most EST 


wen700334874.hl 


Seq. No. 


275057 


Contig ID 


55869 1. RlOll 


5 '-most EST 


LIB189-031-Q1-E1-C4 


Method 


BLASTX 


IN O ID X O J- 




BLAST score 


284 


E value 


3.0e-25 


Match length 


151 


% identity 


44 


NCBI Description 


(Z99707) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


275058 


Contig ID 


55877 1. RlOll 


5 '-most EST 


LIB18 9-031-Q1-E1-D2 


Method 


BLASTX 






BLAST score 


194 


E value 


7.0e-15 


Match length 


63 


% identity 


52 


NCBI Description 


(AF029351) putative RNA binding protein [Nicotiana tabacum] 


Seq. No. 


275059 


Contig ID 


55879_1. RlOll 



38342 



5 '-most EST 



LIB189-031-Q1-E1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275060 

55887_1.R1011 

LIB3136-016-Q1-K1-D6 

BLASTX 

g2827992 

654 

2.0e-68 

195 

62 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 
275061 

55887_2.R1G11 

LIB3069-018-Q1-K1-B5 

BLASTX 

g3928543 

763 

5.0e-81 

274 
50 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275062 

55889_1.R1011 
ceu700428977.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275063 

55891_1.R1011 

uC-zmflmol7039fl2bl 

BLASTX 

g4220480 

544 

2.0e-55 

289 
43 

(AC006069) unknown protein [Arabidopsis thaliana] 
275064 

55892_1.R1011 
LIB18 9-031-Q1-E1-E9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275065 

55900_1,R1011 

LIB18 9-031-Q1-E1-F6 

BLASTX 

g3953463 

493 

l.Oe-49 

174 

53 

(AC002328) F20N2.8 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



275066 

55900 2,R1011 



38343 




5 '-most EST 


ceu700428719.hl 


Method 


BLASTX 




go yoo'^ DO 


BLAST score 


280 


E value 


5.0e-25 


Match length 


113 


% identity 


47 


NCBI Description 


{AC002328) F20N2.8 [Arabidopsis thaliana] 


Seq. No. 


275067 


Contig ID 


55902 l.RlOll 


5 '-most EST 


LIB189-031-Q1-E1-F8 


Method 


BLASTX 


NLBl bi 


gz DO 0 u y o 


BLAST score 


396 


E value 


2.0e-38 


Match length 


120 


% identity 


65 


NCBI Description 


(AF023472) peptide transporter [Hordeum vulgare] 


Seq. No. 


275068 


Contig ID 


55905 l.RlOll 


5 '-most EST 


LIB3060-018-Q1-K1-E8 


Method 


BLASTX 




gz z 4 4 y / 1 


BLAST score 


530 


E value 


6.0e-54 


Match length 


170 


% identity 


59 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


275069 


Contig ID 


55905 2,R1011 


5 '-most EST 


tzu700205492.hl 


Method 


BLASTX 




gz oz DO / z 


BLAST score 


435 


E value 


3.0e-43 


Match length 


120 


% identity 


69 


NCBI Description 


(Y14404) putative arabinose kinase [Arabidopsis thaliana 


Seq. No. 


275070 


Contig ID 


55931 l.RlOll 


5 '-most EST 


wyr700241504.hl 


Method 


BLASTX 


NCBI GI 


g2443814 


jdIjAd 1 score 


R "5 

Duo 


E value 


7.0e-57 


Match length 


158 


% identity 


64 


NCBI Description 


{AF020500) myristoyl CoA:protein N-myristoyltransf erase 




[Homo sapiens] 


Seq, No. 


275071 


Contig ID 


55932 l.RlOll 


5 '-most EST 


mwy700441426.hl 



38344 



Seq. No. 


275072 


Contig ID 


55940 l.RlOll 


5 '-most EST 


xsy700213488.hl 


Method 


BLASTX 




nn A Q 
gz / / oz 4t y 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


115 


% identity 


33 


NCBI Description 


(AF039707) glutamate carboxypeptidase II [Rattus 




norvegicus] 


Seq. No. 


275073 


Contig ID 


55949 l.RlOll 


5 '-most EST 


wty700168602.hl 


Method 


"DT 7\ O T V 


NCBI GI 


g4006910 


BLAST score 


381 


E value 


l.Oe-36 


Match length 


124 


% identity 


58 


NCBI Description 


(Z99708) putative protein [Arafoidopsis thaliana] 


Seq. No. 


275074 


Contig ID 


55950 l.RlOll 


5 '-most EST 


LIB18 9-032-Q1-E1-C5 


Method 


BLASTX 




gz oo o u y 4 


BLAST score 


255 


E value 


l.Oe-21 


Match length 


181 


% identity 


35 


NCBI Description 


(AE001130 ) guanosine-3 ' , 5 ' -bis (diphosphate) 




3 ' -pyrophosphohydrolase (spoT) [Borrelia burgdor 


Seq. No. 


275075 


Contig ID 


55955 l.RlOll 


5 '-most EST 


LIB3060-003-Q1-K1-G8 


Seq. No. 


275076 


Contig ID 


55962 l.RlOll 


5 '-most EST 


fwa700097461.hl 


Method 


TUT 7\ C TIV 


NCBI GI 


gl652303 


BLAST score 


189 


E value 


7.0e-14 


Match length 


168 


% identity 


32 


NCBI Description 


(D90904) hypothetical protein [Synechocystis sp. 


Seq. No. 


275077 


Contig ID 


55973 l.RlOll 


5 '-most EST 


LIB189-032-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g4204267 


BLAST score 


172 



38345 



E value 


3.0e-12 


Match length 


45 


% identity 


7 1 


NCBI Description 


(AC005223) 55585 [Arabidopsis thaliana] 


Seq. No. 


275078 


Contig iU 


e;c;q7q 1 Dinii 
OOr?/^ I.KIUII 


5 '-most EST 


LIB189-032-Q1-E1-F11 


Seq. No. 


275079 


Contig ID 


55987 2. RICH 


5 '-most EST 


LIB189-032-Q1-E1-F8 


Seq. No. 


275080 


Contig ID 


55992 l.RlOll 


5 '-most EST 


fC-zmle700580708a2 


Method 


BLASTX 




y 4 ± ± o X 


BLAST score 


507 


E value 


9.0e-64 


Match length 


354 


% identity 


OO 


NCBI Description 


(AC005967) putative limonene cyclase [Arabidopsi; 


Seq. No. 


275081 


Contig ID 


56014 l.RlOll 


5 '-most EST 


LIB189-033-Q1-E1-A2 


Seq. No. 


275082 


Contig ID 


56018 l.RlOll 


5 '-most EST 


zuv700356487.hl 


Method 


BLASTX 


NCBI GI 


g401114 


BLAST score 


1085 


E value 


l.Oe-119 


Match length 


225 


% identity 


94 


NCBI Description 


SUCROSE-PHOSPHATE SYNTHASE (UDP-GLUCOSE-FRUCTOSE' 



GLUCOS YLTRANS FERASE ) >gi_8 272 6_pir JQ13 2 9 

sucrose-phosphate synthase (EC 2.4.1.14) - maize >gi__168626 
(M97550) sucrose phosphate synthase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275083 

56027_1.R1011 

wen700332593.hl 

BLASTX 

g4056486 

477 

8.0e-48 

174 

53 

(AC005896) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Method 



275084 

56029__1.R1011 

uC-zmflmol7287g07bl 

BLASTX 



38346 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl519701 
184 

4,0e-13 

69 

51 

{U67957) K02H8.1 gene product [Caenorhabditis elegans] 
275085 

56035_1.R1011 

gwl700615349.hl 

BLASTX 

g2117303 

295 

3.0e-34 

158 
53 

(Z95620) n-acetylglucosaminyl-phosphatidylinositol 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275086 

56045_1.R1011 

uC-zmflmol7067dllbl 

BLASTX 

g3152587 

720 

3.0e-76 

223 
61 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W434 27 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275087 

56059_1.R1011 

uC-zmroteosinte092fl2b2 

BLASTX 

g3880563 

195 

2.0e-14 

194 

34 

{Z78018) predicted using Genefinder; similar to 
serine/threonine kinase; cDNA EST yk353dl0.5 comes from 
this gene [Caenorhabditis elegans] 

275088 

56067_1.R1011 

uC-zmflb730 53c07b2 

BLASTX 

g4432844 

458 

2.0e-45 

200 

45 

(AC006283) unknown protein [Arabidopsis thaliana] 



38347 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275089 

56068_1.R1011 

dyk700102786.hl 

BLASTX 

g4164473 

148 

4.0e-09 

71 

51 

(AF061157) negatively light-regulated protein [Vernicia 
f ordii] 



Seq. No, 
Contig ID 
5 '-most EST 



275090 

56073_1,R1011 
LIB18 9-034-Q1-E1-A2 



Seq. No. 

Contig ID 
5 '-most EST 



275091 

56079_1.R1011 
ntr700076772.hl 



Seq. No, 
Contig ID 
5 '-most EST 



275092 

56088__1.R1011 
uC-zmroteosinte031c03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275093 

56105_1.R1011 

fC-zmle700443661g2 

BLASTX 

g3287691 

463 

9.0e-46 

290 

40 

{AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus . [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275094 

56105_2.R1011 
fC-zmle700443661d5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275095 

56119_1.R1011 

LIB18 9-034-Q1-E1-F11 

BLASTX 

gl352187 

209 

l.Oe-16 

46 

89 

CYTOCHROME P450 
cytochrome P450 
P-450 [Zea mays] 



78 (CYPLXXVIII) >gi_1084477_pir S51475 

- maize >gi_349718 (L23209) cytochrome 



Seq. No. 

Contig ID 
5 ' -most EST 
Method 



275096 

56136_1.R1011 
uC-zmflm01708 9hl0bl 
BLASTX 



38348 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



g3249068 
269 

3.0e-23 

239 
30 

(AC004473) Contains similarity to zinc-binding protein 
(PWA33) gb_L04190 from Pleurodeles waltlii. [Arabidopsis 
thaliana] 

275097 

56138_1,R1011 
pmx700087440.hl 

275098 

56143_1.R1011 
LIB189-034-Q1-E1-H7 

275099 

56146_1.R1011 

LIB3059-001-Q1-K2-A1 

BLASTX 

gl091678 

477 

5.0e-48 

137 

66 

activator-like transposable element [Pennisetum glaucum] 



275100 

56194_1.R1011 

xsy700213806.hl 

BLASTX 

g4456823 

153 

7.0e-10 

138 
32 

(AL035548) hypothetical protein 
275101 

56210_1.R1011 

LIB3059-001-Q1-K2-E10 

BLASTX 

g4056490 

208 

2.0e-16 

99 
40 

(AC005896) hypothetical protein 



[Schizosaccharomyces pombe] 



[Arabidopsis thaliana] 



275102 

56225_1.R1011 

LIB3059-001-Q1-K2-F9 

BLASTX 

g2459443 

546 

9.0e-56 



38349 



Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 
62 

(AC002332) putative NAD (P) -dependent cholesterol 
dehydrogenase [Arabidopsis thaliana] 

275103 

56230_1.R1011 

xmt700264538.hl 

BLASTX 

g283044 

332 

2.0e-43 
91 

95 

hybrid proline-rich protein - maize 

>gi_4337 07_emb_CAA42959_ (X60432) prolin rich protein [Zea 
mays] 

275104 

56275_1,R1011 

uC- zmf Imo 17263f01bl 

BLASTX 

g4512659 

354 

3.0e-33 

110 

61 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372. 1_AC006580_4 {AC006580) putative 
protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275105 

56299_1.R1011 
LIB3059-002-Q1-K2-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275106 

56317__1.R1011 

LIB3059-00a-Ql-Kl-A2 

BLASTX 

g3386607 

199 

2.0e-15 

79 

53 

{AC004 665) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275107 

56320_1.R1011 
LIB3059-003-Q1-K1-A7 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275108 

56323_1.R1011 

LIB3059-003-Q1-K1-B10 

BLASTX 

gl079063 

357 

2,0e-33 



38350 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229 
34 

deep orange protein - fruit fly (Drosophila melanogaster) 
>gi_7 98832_eirib_CAA60382_ (X86683) deep orange (dor) 
[Drosophila melanogaster] 

275109 

56334_1.R1011 

LIB3059-003-Q1-K1-C11 

BLASTX 

gl747310 

201 

9.0e-16 

97 
46 

(D58424) Myb-like DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275110 

56335_1.R1011 
uC-zmflb73019b06al 



Seq. No. 

Contig ID 
5 '-most EST 



275111 

56336_1.R1011 
LIB305 9-003-Q1-K1-C3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275112 

56359_1.R1011 

LIB30 66-047 -Q1-K1-D8 

BLASTN 

gl68436 

51 

2.0e-19 

91 
89 

Zea mays catalase (Cat3) 
275113 

56375_1.R1011 
LIB3059-003-Q1-K1-G3 



gene, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



275114 

56386_1.R1011 
LIB307 0-016-Q1-N1-D7 



Seq. No. 
Contig ID 
5 '-most EST 



275115 

56397_1,R1011 
LIB36-007-Q1-E1-A6 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275116 

56411_1.R1011 

LIB305 9-004-Q1-K1-D5 

BLASTX 

gll4200 

683 

2.0e-71 

259 



38351 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



56 

SHIKIMATE KINASE PRECURSOR >gi_100253_pir S21584 shikimate 

kinase precursor - tomato >gi__19349_emb_CAA45121_ (X63560) 
shikimate kinase precursor [Lycopersicon esculentum] 

275117 

56411_2.R1011 

cyk700050913.fl 

BLASTX 

gll4200 

211 

4.0e-35 

119 

66 

SHIKIMATE KINASE PRECURSOR >gi_10 0253_pir S21584 shikimate 

kinase precursor - tomato >gi_1934 9_emb_CAA45121_ (X63560) 
shikimate kinase precursor [Lycopersicon esculentum] 

275118 

56418__1.R1011 
LIB3059-004-Q1-K1-E2 



Seq. No. 
Contig ID 
5 '-most EST 



275119 

56444_1,R1011 
LIB3059-004-Q1-K1-H11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275120 

56447_1.R1011 

LIB3136-042-P1-K1-B2 

BLASTX 

g4580398 

953 

l.Oe-103 

305 

59 

(AC007171) putative protein kinase APKIA [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275121 

56461_1.R1011 

LIB3059-005-Q1-K1-B9 

BLASTX 

g2583123 

216 

3.0e-17 

50 

74 

(AC002387) 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275122 

56468_1.R1011 

LIB3059-005-Q1-K1-C5 

BLASTX 

g2130121 

572 

8.0e-59 



38352 



Match length 

% identity 

NCBI Description 



134 
82 

cyclin II 
mays] 



- maize >gi_516550 (U10077) cyclin IlZm [Zea 



Seq. No. 


275123 


Contig ID 


56476 l.RlOll 


5 '-most EST 


hbs701180706.hl 


Method 


BLASTX 


NCBI GI 


g2651302 


BLAST score 


459 


E value 


8.0e-46 


Match length 


155 


% identity 


58 


NCBI Description 


(AC002336) hypothetical p. 


Seq. No. 


275124 


Contig ID 


56485 l.RlOll 


5 '-most EST 


LIB3059-022-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


477 


E value 


6.0e-48 


Match length 


129 


% identity 


79 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


275125 


Contig ID 


56495 l.RlOll 


5 '-most EST 


LIB3059-005-Q1-K1-F6 


Seq. No. 


275126 


Contig ID 


56499 l.RlOll 


5 '-most EST 


LIB305 9-005-Q1-K1-G1 


Seq. No. 


275127 


Contig ID 


56512 l.RlOll 


5 '-most EST 


uC-zmrob7 3078c07bl 


Seq. No. 


275128 


Contig ID 


56516 l.RlOll 


5 '-most EST 


LIB305 9-006-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4557495 


BLAST score 


242 


E value 


2.0e-20 


Match length 


121 


% identity 


45 


NCBI Description 


cleavage stimulation fact 



>gi_1082704_pir S50852 cleavage stimulation factor 77K 

chain - human >gi_632498 (U15782) cleavage stimulation 
factor 77kDa subunit [Homo sapiens] 

>gi_1092656_prf 2024339A cleavage stimulation factor [Homo 

sapiens] 



Seq. No, 
Contig ID 



275129 

56533 l.RlOll 



38353 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3059-007-Q1-K1-C11 

BIASTX 

g232031 

235 

l,0e-19 

46 

96 

ELONGATION FACTOR 1 BETA' >gi__322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 



275130 

56537_1.R1011 
LIB3059-006-Q1-K1-C4 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275131 

56554_1.R1011 

uC-zmflmol7297a08bl 

BLASTX 

gl438883 

346 

2.0e-32 

130 

58 

(U43840) GmCK3p [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



275132 

56600_1.R1011 
uC-zmrob73061e03al 



Seq. No. 
Contig ID 
5 '-most EST 



275133 

56627_1.R1011 
LIB3059-053-Q1-K1-F1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275134 

56632_1.R1011 

uC-zmflmol7017f05bl 

BLASTX 

g732189 

169 

8.0e-19 

114 

49 

HYPOTHETICAL 4 9.1 KD PROTEIN IN SSB2-SPX18 INTERGENIC 

REGION >gi_2131922_pir S50724 hypothetical protein YNL207w 

- yeast (Saccharomyces cerevisiae) >gi_600058_emb_CAA55501_ 

(X78898) N1342 [Saccharomyces cerevisiae] 
>gi__1302211_emb_CAA96109_ (Z71483) ORF YNL207w 

[Saccharomyces cerevisiae] 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



275135 

56632_2.R1011 

gct701177157.hl 

BLASTX 

g732189 

207 



38354 



E value 
Match length 
% identity 
NCBI Description 



3.0e-16 

85 
52 

HYPOTHETICAL 4 9.1 KD PROTEIN IN SSB2-SPX18 INTERGENIC 

REGION >gi_2131922_pir S50724 hypothetical protein YNL207w 

- yeast { Saccharomyces cerevisiae) >gi_600058_emb_CAA55501_ 
(X78898) N1342 [Saccharomyces cerevisiae] 
>gi_1302211_emb_CAA96109_ {Z71483) ORE YNL207w 
[Saccharomyces cerevisiae] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 



275136 

56648_1.R1011 

LIB3059-007-Q1-K1-H12 

BLASTX 



NCBI GI 


g4588002 


BLAST score 


283 


E value 


4 .Oe-25 


Match length 


85 


% identity 


59 


NCBI Description 


{AF085279) hypoi 




thaliana] 


Seq. No. 


275137 


Contig ID 


56691 l.RlOll 


5 '-most EST 


nbm700473568.hl 


Sea. No. 


275138 


Contig ID 


56691 2.R1011 


5 ^ -most EST 


tfd700576379.hl 


Sea. No. 


275139 


Contia ID 


56695 l.RlOll 


5 '-most EST 


LIB3061-003-Q1-] 


Method 


BLASTX 


NCBI GI 


g322598 


BLAST score 


288 


E value 


1. Oe-25 


Match length 


137 


% identity 


45 


NCBI Description 


Stl2p protein - 


Seq. No. 


275140 


Contig ID 


56700 l.RlOll 


5 '-most EST 


LIB3059-008-Q1- 


Seq. No. 


275141 


Contig ID 


56712 l.RlOll 


5 '-most EST 


LIB3059-041-Q1- 


Method 


BLASTX 


NCBI GI 


g2522534 


BLAST score 


432 


E value 


2.0e-42 


Match length 


199 


% identity 


26 


NCBI Description 


{AF027302) TNF- 


Seq. No. 


275142 



hypothetical ankyrin-like protein [Arabidopsis 



Arabidopsis thaliana 



38355 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56719_1.R1011 

LIB3059-009-Q1-K1-B3 

BLASTX 

g2262172 

410 

l.Oe-39 

97 
77 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275143 

56726_1.R1011 
LIB3059-009-Q1-K1-C9 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



275144 

56740_1,R1011 

xdb700337256,hl 

BLASTN 

g949979 

75 

9.0e-34 

154 

93 



NCBI Description Z.mays Glossy2 locus DNA 



Seq. No, 

Contig ID 
5 '-most EST 



275145 

56740_2.R1011 
uC-2mflmol7130a09bl 



Seq. No. 

Contig ID 
5 '-most EST 



275146 

56744_1.R1011 
ceu700430673.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275147 

56744_2.R1011 
tfd700574288.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275148 

56753_1.R1011 

uC-zmflm017018ellbl 

BLASTX 

g3023947 

1739 

O.Oe+00 

398 

92 

PROBABLE HISTONE DEACETYLASE (RPD3 HOMOLOG) >gi_266584 0 
(AF035815) putative histone deacetylase RPD3 [Zea mays] 

275149 

56756_1.R1011 

pmx700086964.hl 

BLASTX 

g3193330 

223 

6.0e-18 



38356 



® 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
49 

(AF069299) contains similarity to Medicago sativa corC 
(GB:L22305) [Arabidopsis thaliana] 

275150 

56757_1.R1011 

ypc700804596.hl 

BLASTX 

gl055161 

159 

l.Oe-10 

114 

34 

(U40029) similar to human 100 kDa coactivator (U22055) 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275151 

56767_1.R1011 

pmx700089621.hl 

BLASTX 

g3776027 

1313 

O.Oe+00 

514 

70 

(AJ010475) RNA helicase [Arabidopsis thaliana] 
275152 

56778_1.R1011 
LIB3059-010-Q1-K1-A2 



Seq. No. 
Contig ID 
5 '-most EST 



275153 

56781_1.R1011 
LIB3059-010-Q1-K1-B1 



Seq. No. 
Contig ID 
5 '-most EST 



275154 

56804_1.R1011 

LIB305 9-010-Q1-K1-D11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



275155 

56805_1.R1011 

hvj700623257.hl 

BLASTX 

g3928083 

1217 

l.Oe-134 

309 
72 

(AC005770) unknown protein [Arabidopsis thaliana] 
275156 

56807_1.R1011 

uC-zmflb73301f09b2 

BLASTX 

g4586107 

441 



38357 



E value 
Match length 
% identity 
NCBI Description 



4.0e-45 

135 
22 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275157 

56811_1.R1011 
LIB3059-010-Q1-K1-E1 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275158 

56821_1.R1011 
ymt700220496.hl 

275159 

56829_1.R1011 

LIB3059-010-Q1-K1-G1 

BLASTX 

g4587577 

343 

5.0e-32 

185 

44 

(AC006550) F10O3.17 [Arabidopsis thaliana] 
275160 

56832_1.R1011 

LIB305 9-010-Q1-K1-G12 



Seq. No. 
Contig ID 
5 '-most EST 



275161 

56832_2.R1011 
xmt700265563.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275162 

56837_1.R1011 
uC-zmflmol7 28 9h09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275163 

56845_1.R1011 

ntr700077196.hl 

BLASTX 

g2950472 

189 

6.0e-14 

140 

37 

(AL022070) putative autophagocytosis protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275164 

56862_1.R1011 

uC-zmrob7307 6c02bl 

BLASTX 

g3688162 

218 

l.Oe-17 

110 



38358 



% identity 51 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 » -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



(AJ009672) centrin [Arabidopsis thaliana] 
275165 

56869_1.R1011 
LIB3059-011-Q1-K1-C2 

275166 

56872_1.R1011 
uC-zmflmol7266g09bl 

275167 

56872_2.R1011 
ypc700799503.hl 
BLASTX 
g4584527 
214 

l.Oe-16 
236 
25 

(AL04 9607) putative protein [Arabidopsis thaliana] 
275168 

56872_3.R1011 
LIB36-015-Q1-E1-A10 

275169 

56874_1.R1011 
LIB3069-034-Q1-K1-H8 
BLASTX 
g4263048 
456 

4.0e-45 
158 
58 

(AC005142) putative hydrolase [Arabidopsis thaliana] 
275170 

56886_1.R1011 
uC-zmroteosinte021a05bl 

275171 

56892_1.R1011 
LIB3059-011-Q1-K1-F11 
BLASTX 
g4572673 
659 

5.0e-69 
248 
49 

{AC006954) 
thaliana] 



putative sarcosine oxidase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



275172 

56906_1.R1011 
uC-zmflb73295gl0b2 



38359 




Seq. No. 


275173 




Contig ID 


56913 l.RlOll 




5 '-most EST 


tbg700930466.hl 




Method 


BLASTX 




NCBI GI 


g45iy 0 / J 




BLAST score 


296 




E value 


l.Oe-26 




Match length 


164 




% identity 


44 




NCBI Description 


{AB017694) WREBP-2 [Nicotiana tabacum] 




Seq. No. 


275174 




Contig ID 


56935 l.RlOll 




5 '-most EST 


uC-zmflmol728 9a04bl 




Method 


BLASTX 




NCBI GI 


g3135269 




BLAST score 


146 




E value 


4,0e-09 




Match length 


85 




% identity 


38 




NCBI Description 


(AC003058) unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


275175 




Contig ID 


56935 2.R1011 




5 '-most EST 


LIB3059-012-Q1-K1-B9 




Method 


BLASTX 




NCBI GI 


g3135269 




BLAST score 


160 




E value 


2.0e-10 




Match length 


111 




% identity 


32 




NCBI Description 


(AC003058) unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


275176 




Contig ID 


56939 l.RlOll 




5 '-most EST 


LIB3059-012-Q1-K1-C7 




Method 


BLASTX 




NCBI GI 


g3540182 




BLAST score 


252 




E value 


3.0e-21 




Match length 


128 




% identity 


48 




NCBI Description 


(AC004122) Unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


275177 




Contig ID 


56943 l.RlOll 




5 '-most EST 


uC-zmflb73257g03b3 




Method 


BLASTX 




NCBI GI 


g4586253 




BLAST score 


613 




E value 


2.0e-63 




Match length 


217 




% identity 


63 




NCBI Description 


(AL049640) auxilin-like protein [Arabidopsis thai 


Seq, No. 


275178 




Contig ID 


56943_2.R1011 





38360 



5 '-most EST 



uwc700154629.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275179 

56973_1.R1011 
afb700381024.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275180 

56975_1.R1011 

uC-zmflmol7040bl0bl 

BLASTX 

g3298502 

966 

l.Oe-104 

420 
49 

(AB015046) xylulokinase [Homo sapiens] 
275181 

56982_1.R1011 

xdb700337725.hl 

BLASTX 

g3540219 

149 

2.0e-09 

45 

60 

(D87686) KIAA0017 protein [Homo sapiens] 



Seq, No. 
Contig ID 
5 '-most EST 



275182 

57006_1.R1011 
LIB3059-013-Q1-K1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275183 

57026_1,R1011 

rvt700553147.hl 

BLASTX 

g3688173 

343 

6.0e-32 

184 

42 

(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 


275184 


Contig ID 


57039 l.RlOll 


5 '-most EST 


uC-zmflmol7155al0bl 


Seq. No. 


275185 


Contig ID 


57048 l.RlOll 


5 '-most EST 


tzu700204883.hl 


Seq. No. 


275186 


Contig ID 


57057 l.RlOll 


5 '-most EST 


LIB3067-060-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


g3892651 


BLAST score 


267 



38361 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-148 

351 

93 

Z.mays mRNA for putative MADS-domain transcription factor, 
ZMM8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275187 

57078_1.R1011 

uC-zmflb73028gl2bl 

BLASTX 

g4588012 

957 

l.Oe-104 

254 

71 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

275188 

57078_2.R1011 

tfd700572778.hl 

BLASTX 

g4588012 

891 

3.0e-96 

215 
79 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

275189 

57086_1.R1011 

yyf700350531.hl 

BLASTX 

g2674203 

1571 

l.Oe-177 

411 

79 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 

275190 

57089_1.R1011 

uC-zmroteosintel04c08b2 

BLASTX 

gl362051 

753 

6.0e-80 

187 

78 

protein kinase 3 - soybean >gi_310582 (L19361) protein 
kinase 3 [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



275191 

57092_1.R1011 
LIB3059-014-Q1-K1-G2 



38362 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275192 

57095_1,R1011 

ntr700072647.hl 

BLASTX 

g3406742 

334 

8.0e-31 

178 
40 

(AF017990) Fkbp39p [Schizosaccharomyces poinbe] 
>gi_4456817_emb__CAB37433.1_ (AL035548) Peptidyl Prolyl 
cis-trans isomerase [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



275193 

57104^1. RlOll 
LIB305 9-015-Q1-K1-A1 



Seq. No. 

Contig ID 
5 '-most EST 



275194 

57117_1.R1011 
uC-zmflb73177e06bl 



Seq. No. 
Contig ID 
5 '-most EST 



275195 

57117_2.R1011 
LIB3059-015-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275196 

57120_1.R1011 

pwr700450713.hl 

BLASTX 

g4371292 

165 

l.Oe-11 

51 

61 

(AC006260) unknown protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275197 

57133_1.R1011 

gwl700616005.hl 

BLASTX 

g4559388 

728 

5.0e-77 

287 

47 

(AC006526) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275198 

57160_1.R1011 
xyt700343658.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275199 

57160_3.R1011 
uC-zmflmol7 243c05al 



Seq. No. 



275200 



38363 



® 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



57168_1.R1011 

ntr700072709.hl 

BLASTX 

g2323410 

158 

l,0e-10 

63 

52 

(AF015913) SkblHs [Homo sapiens] 
275201 

57181_1.R1011 
LIB3059-016-Q1-K1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275202 

57195_1.R1011 

LIB3059-016-Q1-K1-C6 

BLASTX 

g4191791 

406 

l.Oe-39 

124 
60 

(AC005917) putative sf21 {Helianthus annuus } protein 
[Arabidopsis thaliana] 

275203 

57219_1.R1011 

xsy700212261.hl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
275204 

57222_1.R1011 
uC-zmflmol7185f09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275205 

57226_1.R1011 

mwy700439360.hl 

BLASTX 

g4006872 

1197 

l.Oe-132 

290 
77 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275206 

57229_1.R1011 
uC-zmflmol7039b03bl 



38364 



Seq. No. 


275207 


Contig ID 


57232 l.RlOll 


5 '-most EST 


uC-zmflb73003c02bl 


Method 


BLASTX 


NCBI GI 


g2344890 


BLAST score 


241 


E value 


4.0e-20 


Match length 


55 


% identity 


80 


NCBI Description 


{AC002388) TINY transcription factor isolog [Arabidop 




thaliana] 


Seq. No. 


275208 


Contig ID 


57235 l.RlOll 


5 '-most EST 


LIB3059-017-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gz^44 yoD 


BLAST score 


148 


E value 


5.0e-09 


Match length 


32 


% identity 


75 


NCBI Description 


(Z97340) FCA gamma [Arabidopsis thaliana] 


Seq. No. 


275209 


Contig ID 


57249 l.RlOll 


5 '-most EST 


uC-zmflb73021d03a2 


Seq. No. 


275210 


Contig ID 


57250 l.RlOll 


5 '-most EST 


ymt700221017.hl 


Seq. No. 


275211 


Contig ID 


57263 l.RlOll 


5 '-most EST 


uC-zmflb73149el2al 


Method 


BLASTX 


NCBI GI 


g4160298 


BLAST score 


684 


E value 


9,0e-72 


Match length 


286 


% identity 


52 


NCBI Description 


{AJ011892) cyclin D2 . 1 protein [Nicotiana tabacum] 


Seq. No. 


275212 


Contig ID 


57265 l.RlOll 


5 '-most EST 


uer700582055.hl 


Seq. No. 


275213 


Contig ID 


57268 l.RlOll 


5 '-most EST 


LIB305 9-038-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2190544 


BLAST score 


567 


E value 


2.0e-58 


Match length 


152 


% identity 


75 


NCBI Description 


(AC001229) Similar to Saccharomyces hypothetical prot 



P9642.2 (gb_U40828). [Arabidopsis thaliana] 



38365 



Seq. No. 


275214 


Contig ID 


57270 l.RlOll 


5 '-most EST 


uC-zmflmol7328f03al 


Seq. No. 


275215 


Contig ID 


57273 l.RlOll 


5 '-most EST 


uC-zmflmol74 25f07al 


Method 


BLASTX 


NCBI GI 


g3004565 


BLAST score 


269 


E value 


2.0e-23 


Match length 


66 


% identity 


71 


NCBI Description 


(AC003673) putative 


Seq. No. 


275216 


Contig ID 


57307 l.RlOll 


5 '-most EST 


pmx700090827.hl 


Method 


BLASTX 


NCBI GI 


g2190547 


BLAST score 


1346 


E value 


l.Oe-149 


Match length 


319 


% identity 


76 


NCBI Description 


(AC001229) ESTs 



gb_T43256,gb_46316,gb__N64930,gb_AA395255,gb_AA404382 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275217 

57308_1.R1011 

uC-zmflb73032fl2bl 

BLASTX 

gl911774 

183 

2.0e-13 

63 

46 

(S83364) putative Rab5-interacting protein {clone Ll-57} 
[human^ HeLa cells, Peptide Partial, 122 aa] [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



275218 

57319_1.R1011 
LIB3059-018-Q1-K1-B9 



Seq. No. 

Contig ID 
5 '-most EST 



275219 

57324_2.R1011 
pmx700088226.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275220 

57368_1.R1011 
LIB3059-018-Q1-K1-H4 



Seq. No. 

Contig ID 
5 '-most EST 



275221 

57391_1.R1011 
uC-zmflB73047c02bl 



38366 



® 



Seq, No. 
Contig ID 
5 '-most EST 



275222 

57391_2.R1011 
uC-zmroB73030b03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275223 

57405_1.R1011 

LIB3059-019-Q1-K1-D8 

BLASTX 

g465898 

271 

l.Oe-23 

152 
43 

HYPOTHETICAL HELICASE K12H4.8 IN CHROMOSOME III 

>gi_630692_pir S44849 K12H4,8 protein - Caenorhabditis 

elegans >gi_289703 {L14331) homology with eukaryotic 
initiation factor-4A (eIF-4A) and E. coli Ribonuclease III; 
coded for by C. elegans cDNA GenBank: T02268 ; putative 
[Caenorhabditis elegans] 

275224 

57435_1.R1011 

uC-zmflb73056dl2bl 

BLASTX 

g2262113 

458 

4.0e-45 

369 

34 

(AC002343) unknown protein [Arabidopsis thaliana] 
275225 

57435_2.R1011 

LIB3136-007-Q1-K1-G8 

BLASTX 

g2288997 

253 

3.0e-21 

87 

57 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
275226 

57435_3.R1011 
uC-zmflmol7417al2al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275227 

57439__1.R1011 
cjh700196278,hl 

275228 

57446_1.R1011 

uC-zmflmol724 6d08bl 

BLASTX 

g3122275 

496 

2.0e-49 



38367 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288 
39 

PUTATIVE BRANCHED-CHAIN AMINO ACID AMINOTRANSFERASE 
(TRANSAMINASE B) (BCAT) >gi_2649663 (AE001039) 
branched-chain amino acid aminotransferase (ilvE) 
[Archaeoglobus fulgidus] 

275229 

57455_1.R1011 
LIB3059-020-Q1-K1-A6 

275230 

57459_1.R1011 

LIB3059-020-Q1-K1-B11 

BLASTX 

g464707 

271 

2.0e-23 

191 

57 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 3434 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi__434345_emb_CAA8227 4_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275__ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb__CAA72909_ {Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb__Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb__R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4 538 910_emb_CAB39647.1_ {AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

275231 

57476_1.R1011 

cat700021550.rl 

BLASTX 

g2267597 

411 

3.0e-40 

95 
87 

(AF009413) 10 kDa chaperonin [Oryza sativa] 
275232 

57487_1.R1011 

xjt700092403.hl 

BLASTX 

g2827702 

677 

3.0e-71 

152 
76 

(AL021684) predicted protein [Arabidopsis thaliana] 



38368 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275233 

57490_1.R1011 
LIB3059-020-Q1-K1-E4 

275234 

57491_1.R1011 
xdb700341617.hl 

275235 

57503_1.R1011 
uC-zmflmol7161c02bl 

275236 

57518_1.R1011 

LIB3059-021-Q1-K1-A3 

BLASTX 

g4455356 

175 

3.0e-12 

87 

44 

(AL035524) putative protein [Arabidopsis thaliana] 
275237 

57526_1.R1011 
LIB3059-021-Q1-K1-B11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 



275238 

57535_1.R1011 
uwc700150656.hl 

275239 

57550_1,R1011 

uC-zmroteosinte035a0 9b2 

BLASTX ^ 

g627570 

277 

6.0e-24 

178 
37 

phosphorylation regulatory protein HP- 
275240 

57550_3.R1011 

uC- zmf Imo 17238f06bl 



10 



human 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275241 

57557_1.R1011 

cjh700195318.hl 

BLASTX 

gl730557 

493 

l.Oe-49 

105 
85 

ALPHA-GLUCAN PHOSPHORYLASE, 



L ISOZYME 2 PRECURSOR (STARCH 



38369 



PHOSPHORYLASE L-2) >gi_421957_pir S34189 starch 

phosphorylase (EC 2.4.1.1) - potato >gi_1084437_pir_S5348 9 
starch phosphorylase (EC 2.4.1.1) - potato 
>gi_313349_emb__CAA52036_ (X73684) starch phosphorylase 
[Solanum tuberosum] 

Seq. No. 275242 

Contig ID 57558_1 . RlOll 

5 '-most EST LIB3059-021-Q1-K1-E8 

Method BLASTX 

NCBI GI g3913437 

BLAST score 425 

E value 9.0e-42 

Match length 95 

% identity 7 9 

NCBI Description PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 

HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 



Seq, No. 


275243 


Contig ID 


57582 1. RlOll 


5 '-most EST 


LIB3059-021-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3892709 


BLAST score 


432 


E value 


9.0e-43 


Match length 


132 


% identity 


60 


NCBI Description 


{AL033545) putative 


Seq. No. 


275244 


Contig ID 


57587 1. RlOll 


5 '-most EST 


xsy700211101.hl 


Method 


BLASTX 


NCBI GI 


g3249070 


BLAST score 


323 


E value 


3.0e-54 


Match length 


259 


% identity 


53 


NCBI Description 


{AC004473) Contains 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(SiahBPl) gb_U51586 from Homo sapiens. ESTs gb__T43314, 
gb_T43315 and gb_R9Q521, gb_T75905 [Arabidopsis thaliana] 

275245 

57587_2. RlOll 

uC-zmflmol7116f06bl 

BLASTX 

g3249070 

236 

2.0e-19 

250 

30 

(AC004473) Contains similarity to siah binding protein 1 
(SiahBPl) gb_U51586 from Homo sapiens. ESTs gb_T43314, 
gb T43315 and gb_R90521, gb_T75905 [Arabidopsis thaliana] 



38370 
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NCBI Description 


(AC004473) Contains similarity to siah binding protein 1 
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79 




NCBI Description 


(AC006201) putative peptide methionine sulfoxide reductas 
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Method 


BLASTX 




NCBI GI 


g407942 






^ X 




E value 


l.Oe-48 




Match length 


157 




% identity 


61 




NCBI Description 


(U024 96) epoxide hydrolase [Solanum tuberosum] 




Seq. No. 


275252 




Contig ID 


57652_1. RlOll 



38371 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3059-022-Q1-K1-H4 

BLASTX 

g2467272 

525 

2.0e-53 

193 

28 

(Z99759) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



275253 

57661_1.R1011 
LIB3136-014-Q1-K2-D11 



Seq, No. 

Contig ID 

5 • -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275254 

57670_1.R1011 

LIB3059-023-Q1-K1-B6 

BLASTX 

g2190552 

249 

3.0e-21 

89 

54 

(AC001229) Similar to Holcus major pollen allergen 
(gb_Z27084). [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275255 

57691_1.R1011 
uC-zmflb73062b03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275256 

57739^1. RlOll 

pwr700448606.hl 

BLASTX 

gl345978 

1776 

O.Oe+00 

417 

75 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_457631 {L29214) omega-6 desaturase [Brassica napus] 



Seq. No. 

Contig ID 
5 '-most EST 



275257 

57739_2.R1011 
uC-zmflmol704 6a04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275258 

57758_1.R1011 

uC-zmflmol7 058b08bl 

BLASTX 

g4115925 

657 

2.0e-68 

186 

45 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ {AL049523) RNA-binding protein 



38372 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275259 

57762_1.R1011 

uC-zinflmol7198c08bl 

BLASTX 

g3367522 

323 

l.Oe-31 

154 

46 

(AC004392) EST gb_T04 691 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275260 

57766_1.R1011 
LIB3059-024-Q1-K1-E8 

275261 

57771__1.R1011 

LIB3068-047-Q1-K1-B6 

BLASTX 

g2285792 

452 

6.0e-45 

122 

75 

{AB004568) cyanase [Arabidopsis thaliana] 

>gi__3287503_dbj_BAA31224__ {AB015748) cyanase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275262 

57772_1.R1011 

LIB3059-024-Q1-K1-E3 

BLASTX 

g2760333 

286 

2.0e-25 

178 

34 

(AC002130) F1N21.18 [Arabidopsis thaliana] 
275263 

57789_1.R1011 

tfd700574022.hl 

BLASTX 

g4455338 

1009 

l.Oe-110 

229 
84 

(AL035525) putative protein [Arabidopsis thaliana] 
275264 

57802_1.R1011 
uC-zmroteosinte087a07b2 



38373 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275265 

57803_1.R1011 

uC-zmflmol7399h08al 

BLASTX 

g2160156 

2137 

O.Oe+00 

615 

64 

(AC000132) 
synthetase 



Strong similarity to S. pombe leucyl-tRNA 
(gb_Z73100). [Arabidopsis thaliana] 



Seq. No. 


275266 


Contig ID 


57843 l.RlOll 


5 '-most EST 


uC-zmflmol7135e05al 


Method 


BLASTN 


NCBI GI 


gll51133 


BLAST score 


414 


E value 


O.Oe+00 


Match length 


418 


% identity 


100 


NCBI Description 


Zea mays leaf permease 1 mRNA, complete 


Seq. No, 


275267 


Contig ID 


57852 l.RlOll 


5 '-most EST 


LIB3068-04 3-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3914800 


BLAST score 


287 


E value 


l.Oe-25 


Match length 


79 


% identity 


70 


NCBI Description 


MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L2 



>gi_1877025_dbj_BAA11350_ (D78336) ribosomal protein L2 
[Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275268 

57858_1.R1011 

ceu700428901.hl 

BLASTX 

gl086586 

197 

l.Oe-14 

182 

26 

(U41007) similar to G beta 
[Caenorhabditis elegans] 



repeats (PROSITE: PS00670) 



Seq. No. 275269 

Contig ID 57877_1 . RlOll 

5 '-most EST uC-zmf Ib73163bl0b2 

Method BLASTX 

NCBI GI g3025188 

BLAST score 229 

E value l.Oe-18 

Match length 73 

% identity 4 9 



38374 



NCBI Description HYPOTHETICAL 11.9 KD PROTEIN SLR184 6 

>gi_1652154_dbj_BAAl7078_ (D90903) hypothetical protein 
[Synechocystis sp.] 

Seq, No. 275270 

Contig ID 57888_1 . RlOll 

5^ -most EST uC-zmf lmol7109f 07bl 

Seq. No. 275271 

Contig ID 57893_1. RlOll 

5'-most EST xdg700405216 . hi 

Seq. No. 275272 

Contig ID 57 937_1 . RlOll 

5'-most EST wen700336186.hl 

Seq. No. 275273 

Contig ID 57940_1 . RlOll 

5 '-most EST LIB3059-026-Q1-K1-H2 

Seq. No. 275274 

Contig ID 57940_2 . RlOll 

5'-most EST pwr700450082 . h2 

Seq. No. 275275 

Contig ID 57943_1 . RlOll 

5 '-most EST uC-zmf lB73002b07bl 

Method BLASTX 

NCBI GI g4510381 

BLAST score 48 9 

E value 8.0e-49 

Match length 271 

% identity 47 

NCBI Description (AC007017) unknown protein [Arabidopsis thaliana] 

Seq. No. 275276 

Contig ID 57948_1 . RlOll 

5 '-most EST uC-zmf lmol7333cl2bl 

Method BLASTX 

NCBI GI gl36125 

BLAST score 445 

E value 8.0e-44 

Match length 221 

% identity 43 

NCBI Description PUTATIVE AC TRANSPOSASE (ORFA) >gi_22113_emb_CAA2 9005_ 
(X05424) ORFa [Zea mays] 

Seq. No. 275277 

Contig ID 57 94 9_1 . RlOll 

5 '-most EST LIB3059-027-Q1-K1-A3 

Method BLASTX 

NCBI GI g2344887 

BLAST score 35 6 

E value 1. Oe-33 

Match length 122 

% identity 62 

NCBI Description {AC002388) unknown protein [Arabidopsis thaliana] 



38375 



Seq. No, 


275278 




Contig ID 


57959 l.RlOll 




5 "-most EST 


LIB3059-027-Q1-K1 


-B8 


Seq. No. 


275279 




Contig ID 


57967 l.RlOll 




5* -most EST 


LIB3059-027-Q1-K1 


-C6 


Seq. No. 


275280 




Contig ID 


57967 2.R1011 




5 '-most EST 


rvt700548922.hl 




Seq. No. 


275281 




Contig ID 


57975 l.RlOll 




5 '-most EST 


LIB3059-027-Q1-K1 


-D4 


Method 


BLASTX 




NCBI GI 


gl41617 




BLAST score 


254 




E value 


7.0e-22 




Match length 


65 




% identity 


74 




NCBI Description 


ZEIN-BETA PRECURSOR 



;iN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945___pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


275282 


Contig ID 


57979 l.RlOll 


5 '-most EST 


LIB3059-027-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g224513 


BLAST score 


215 


E value 


2.0e-18 


Match length 


117 


% identity 


52 


NCBI Description 


zein M6 [Zea mays] 


Seq. No. 


275283 


Contig ID 


57991 l.RlOll 


5 '-most EST 


LIB3061-04 9-Q1-K1-B2 


Seq. No. 


275284 


Contig ID 


58000 l.RlOll 


5 '-most EST 


fC-zmro700449739al 


Method 


BLASTX 


NCBI GI 


gl362091 


BLAST score 


512 


E value 


2.0e-51 


Match length 


249 


% identity 


43 


NCBI Description 


cellulase (EC 3.2.1. 



4) precursor - tomato >gi_924 622 
(U20590) endo-1, 4-beta-glucanase precursor [Solanum 
lycopersicum] 



Seq. No, 



275285 



38376 



Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



58001_1.R1011 
cyk700049378.fl 

275286 

58002_1.R1011 

uC-zmflmol715 6c09bl 

BLASTX 

gl362152 

1734 

O.Oe+00 

384 

86 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 
>gi_87198 6_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 

275287 

58007_1.R1011 

gct701179351.hl 

BLASTX 

gl076288 

863 

9.0e-93 

276 
56 



NCBI Description amino acid permease AAP3 - Arabidopsis thaliana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275288 

58010_1.R1011 

nbm700466218.hl 

BLASTX 

g3193300 

308 

3.0e-38 

225 

42 

(AF069298) No definition line found [Arabidopsis thaliana] 
275289 

58031_1.R1011 
LIB3067-045-Q1-K1-D5 



275290 

58042_1.R1011 

LIB3059-028-Q1-K1-E7 

BLASTX 

g3413700 

446 

5.0e-44 

143 

66 

(AC004747) putative YMEl 
275291 

58043_1.R1011 
LIB3059-028-Q1-K1-E8 



protein [Arabidopsis thaliana] 



38377 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275292 

58048_1.R1011 

tzu700206513.hl 

BLASTX 

g3128207 

154 

4,0e-10 

47 
55 

{AC004077) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



275293 

58067_1,R1011 
xdb700338234.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275294 

58087_1.R1011 
uC-zmflmol7031f08bl 



Seq. No, 

Contig ID 
5 '-most EST 



275295 

58088_1,R1011 
LIB3059-029-Q1-K1-B7 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275296 

58104_1.R1011 

xsy700208713.hl 

BLASTX 

g4510373 

307 

9.0e-28 

130 
45 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275297 

58109__1.R1011 

uC-zmflmol704 6g09bl 

BLASTN 

g22274 

498 

0. Oe+00 

534 

99 

Maize 26S - 17S rDNA spacer region from Black Mexican Sweet 
(BMS) suspension cells 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275298 

58113_1.R1011 

LIB3059-029-Q1-K1-F11 

BLASTX 

gll7291 

448 

3.0e-44 

104 

83 

CHLOROPLAST PHOSPHATE TRANSLOCATOR PRECURSOR 



(CTPT) (P36) 



38378 



(E29) >gi_81464_pir S03638 triose 

phosphate/3-phosphoglycerate/phosphate translocator 
precursor - spinach >gi_2127 4_ertib_CAA32016_ (X13754) 
phosphate translocator protein (AA 1 - 404) [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



275299 

58116_1.R1011 

LIB3059-02 9-Q1-K1-F3 

BLASTN 

g4204371 

107 

2.0e-53 

119 

97 

Zea mays acidic ribosomal protein P2a-2 (rpp2a-2) mRNA^ 
complete cds 

275300 

58120_2.R1011 

uC-zmflmol7326h04al 

BLASTX 

g4432825 

156 

4.0e-10 

45 

62 

(AC006593) putative S0P2p protein [Arabidopsis thaliana] 
275301 

58120_3.R1011 

uC- zmf Imo 17290b05al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275302 

58129_1.R1011 

Kyt700345290.hl 

BLASTX 

g4469025 

217 

3.0e-17 

72 

51 

(AL035602) putative protein [Arabidopsis thaliana] 
275303 

58137_1.R1011 
LIB3059-02 9-Q1-K1-H8 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



275304 

58145_1.R1011 

LIB3059-030-Q1-K1-B1 

BLASTX 

gl665817 

152 

l.Oe-09 

91 

37 



38379 



NCBI Description 



(D87466) Similar to S.cerevisiae hypothetical protein L3111 
(S59316) [Homo sapiens] 



Seq. No. 
Contig ID 
5^ -most EST 



275305 

58158_1.R1011 
ceu700433549.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275306 

58163_1.R1011 

xyt700342579.hl 

BLASTX 

gl532168 

238 

l.Oe-19 

65 
68 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275307 

58166_1.R1011 

uC-zmflb73061a04bl 

BLASTX 

g3096949 

1076 

l.Oe-118 

298 
68 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

275308 

58176^1. RlOll 

uC-zmflb73349g05a2 

BLASTX 

g2766448 

1905 

0. Oe+OO 

469 

95 

(AF029856) cytochrome P450 CYP98A1 [Sorghum bicolor] 
275309 

58176_2.R1011 

tzu700202463.hl 

BLASTX 

g2766448 

977 

l.Oe-116 

286 

73 

{AF029856) cytochrome P450 CYP98A1 [Sorghum bicolor] 



38380 



Seq. No. 

Contig ID 
5 '-most EST 



275310 

58177 l.RlOll 
cyk70Cr04 9568.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275311 

58184_1.R1011 

LIB3061-030-Q1-K1-H4 

BLASTX 

g4220532 

591 

9.0e-61 

379 

43 

(AL035356) putative protein [Arabidopsis thaliana] 
275312 

58191_1.R1011 
LIB3059-032-Q1-K1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



275313 

58199_1.R1011 

LIB83-002-Q1-E1-H3 

BLASTX 

gl907270 

539 

4.0e-55 

156 
73 

(X967 61) sulphate transporter protein [Sporobolus 
stapf ianus] 

275314 

58215_1.R1011 
LIB3059-031-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275315 

58217_1.R1011 

uC-zmflmol7295al2bl 

BLASTX 

g3122326 

636 

2.0e-66 

178 

67 

LEC14B PROTEIN >gi_1181604_dbj_BAA117 68_ (D83074) LEC14B 
protein [Lithospermum erythrorhizon] 

275316 

58249_1.R1011 
uC-zmflMol7 005d02bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



275317 

58250_1.R1011 
pmx700087549.hl 

275318 

58272 l.RlOll 



38381 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3059-032-Q1-K1-A7 

BLASTN 

g998429 

52 

3.0e-20 

71 

94 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275319 

58277_1.R1011 

LIB305 9-032-Q1-K1-B11 

BLASTX 

g2194123 

178 

6.0e-13 

70 
47 

{AC002062) Similar to Secaie chloroplast rifoosomal protein 
L12 {gb_SCL121A) . EST gb_H36579 comes from this gene. 
[Arabidopsis thaliana] 





/ ^ ^ 4L. U 




58278 l.RlOll 


C; 1 _Tn/^o-|- V 

0 luOoL rjol 


rvl700'453730 hi 


L ie i i ^fcj. 


BLASTX 


NCBI GI 


g29733 


BLAST score 


203 


E value 


l.Oe-15 


Match length 


126 


% identity 


37 


NCBI Description 


(X07024) CCGl protein (AA 1 - 1554) [Homo sapiens] 




>gi 742875 prf 2011225A CCGl gene [Homo sapiens] 


Seq. No. 


275321 


Contig ID 


58291 l.RlOll 


5 '-most EST 


LIB3137-039-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3986470 


BLAST score 


382 


E value 


2.0e-36 


Match length 


209 


% identity 


40 


NCBI Description 


{AF083497) phospholipase Dl [Mus musculus] 


Seq. No. 


275322 


Contig ID 


58298 l.RlOll 


5 '-most EST 


LIB3136-038-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3738208 


BLAST score 


578 


E value 


2.0e-59 


Match length 


175 


% identity 


63 


NCBI Description 


(AL031853) strong similarity to human Rev interacting 



protein Rip-1 [Schizosaccharomyces pombe] 



38382 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275323 

58302_2.R1011 

nbm700472513.hl 

BLASTX 

g3881873 

458 

2.0e-45 

150 

61 

(Z83246) predicted using Genefinder; cDNA EST EMBL:M79771 
comes from this gene [Caenorhabditis elegans] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275324 

58313_1.R1011 

uC-zmflb73256d03bl 

BLASTX 

gl352681 

186 

9.0e-14 

65 

54 

PROTEIN PHOSPHATASE 2C {PP2C) >gi_107 6391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

275325 

58334_1.R1011 

uC-zmroteosinte091allb2 

BLASTX 

gll74740 

1151 

l.Oe-134 

436 

58 

DNA TOPOISOMERASE II >gi__2 12 957 6_pir S53599 DNA 

topoisomerase II - Arabidopsis thaliana >gi_474890 (L21015) 
topoisomerase II [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275326 

58334_2.R1011 

uC-zmflB73006c04bl 

BLASTX 

gll74740 

317 

5.0e-29 

179 
39 

DNA TOPOISOMERASE II >gi_2 12 957 6_pir S53599 DNA 

topoisomerase II - Arabidopsis thaliana >gi_474890 
topoisomerase II [Arabidopsis thaliana] 

275327 

58345__1.R1011 
LIB3059-033-Q1-K1-B1 



(L21015) 



38383 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275328 

58352_1.R1011 

uC- zmr obV 3 0 1 9d0 2b 1 

BLASTX 

g4220480 

789 

7.0e-84 

444 
41 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275329 

58368_1.R1011 

LIB305 9-033-Q1-K1-D4 

BLASTX 

g4102600 

466 

l.Oe-46 

145 
63 

(AF013467) ARF6 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275330 

58393_1.R1011 
uC-zmflb73019f07al 



Seq. No, 
Contig ID 
5 '-most EST 



275331 

58404_1.R1011 
LIB3061-005-Q1-K1-F6 



Seq. No. 
Contig ID 
5 '-most EST 



275332 

58420_1.R1011 
nbm700475478.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275333 

58424_1.R1011 
hbs701185927.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275334 

58453_1.R1011 

wyr700235340.hl 

BLASTX 

g3687245 

386 

3.0e-37 

104 

71 

{AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275335 

58461_1.R1011 

yyf700349407.hl 

BLASTX 

g3021512 

1654 

O.Oe+00 



38384 



Match length 

% ■ identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



360 
86 

(X96728) isocitrate dehydrogenase 
tabacum] 



(NADP+) [Nicotiana 



275336 

58471_1.R1011 

LIB3059-034-Q1-K1-H10 

BLASTX 

gll2785 

370 

4.0e-35 

170 
40 

DNA-3-METHYLADENINE GLYCOSIDASE I ( 3-METHYLADENINE-DNA 

GLYCOSYLASE I, CONSTITUTIVE) (TAG I) >gi_67508_pir DGECMl 

3-methyladenine DNA glycosylase (EC 3.2.2.-) I - 
Escherichia coli >gi_43030_einto_CAA27472__ (X03845) TAGI (aa 
1-187) [Escherichia coli] >gi_147920 (J02606) 
3-methyladenine-DNA glycosylase I (tag) [Escherichia coli] 
>gi__466687 (U00039) 3-methyladenine DNA glycosylase I, 
constitutive [Escherichia coli] >gi_1789971 (AE000432) 
3-methyl-adenine DNA glycosylase I, constitutive 
[Escherichia coli] 

275337 

58478_1.R1011 

LIB3059-034-Q1-K1-H8 

BLASTX 

g3183991 

301 

7.0e-48 

202 
55 

(AJ005173) P69F protein [Lycopersicon esculentum] 
275338 

58491_1.R1011 
uC-zmflmol734 0a07bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



275339 

58491__2.R1011 
uC-zmflb73239g09b2 

275340 

58497__1.R1011 

yyf700352546.hl 

BLASTX 

g2827529 

599 

3.0e-76 

351 

44 

(AL021633) putative protein 
275341 

58499 l.RlOll 



[Arabidopsis thaliana] 



38385 



(i 



5 '-most EST 



cat700018479,rl 



Seq. No. 
Contig ID 
5 '-most EST 



275342 

58501_1.R1011 
rvl700457272.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275343 

58523_1.R1011 

uC-zmroB7 3017a06bl 

BLASTX 

g3176690 

347 

l,0e-32 

166 
47 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



[Arabidopsis thaliana] 



-F8 



275344 

58536_1.R1011 
LIB3059-035-Q1-K1- 
BLASTX 
gl076486 
368 

3.0e-35 

116 

59 

ciml protein - soybean >gi_555616 
induced message [Glycine max] 

275345 

58542_1.R1011 

uC-zmflb73221hl0bl 

BLASTN 

g2995254 



(U03860) cytokinin 



l.Oe- 

291 



41 



Hordeum vulgare mRNA for hypothetical protein 
275346 

58556_1.R1011 

LIB3059-036-Q1-K1-A12 

BLASTX 

g3600033 

417 

6.0e-41 

141 
59 

{AF080119) contains similarity to the N terminal domain of 
the El protein (Pfam: El_N.hmm, score: 12.36) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 



275347 

58581 l.RlOll 



38386 



5 '-most EST 



xmt700260882,hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



275348 

58594_1.R1011 
LIB3059-036-Q1-K1-E8 

275349 

58613_1.R1011 
LIB3059-036-Q1-K1-G8 

275350 

58627_1.R1011 

LIB3059-037-Q1-K1-A11 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
275351 

58647_1.R1011 

uC-zmflmol7158d02bl 

BLASTX 

g3183991 

858 

4.0e-92 

412 

45 

(AJ005173) P69F protein [Lycopersicon esculentum] 
275352 

58649_1.R1011 

wen700336171.hl 

BLASTX 

g3860008 

566 

7.0e-58 

164 
59 

(AF091085) unknown [Homo sapiens] 
275353 

58662__1.R1G11 
wyr700239186.hl 

275354 

58663_1.R1G11 
uer700583183.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



275355 

58665_1.R1011 

LIB3059-037-Q1-K1-E11 

BLASTX 

g4493897 

359 



38387 



® 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



8.0e-34 

236 
39 

(AL034558) predicted using hexExon; MAL3P2.19 (PFC0250c), 
AP endonuclease, len: 639 aa; Similarity to nucleases. 
B.subtilus exodeoxyribonuclease (SW: EXOA_BACSU) BLAST 
Score: 200, sum P(3) = 1.8e-25; 32% identity in 186 aa ove 

275356 

58666_1.R1011 

LIB3059-037-Q1-K1-E12 

BLASTX 

g4220489 

424 

9.0e-42 

120 
64 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
275357 

58671_1.R1011 

LIB3137-001-Q1-K1-A12 

BLASTX 

g2245020 

666 

2.0e-69 

389 
39 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
275358 

58674_1.R1011 
rvt700548926.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275359 

58677_1.R1011 

vux700157834.hl 

BLASTX 

g3282239 

251 

5.0e-21 

162 
36 

(U88966) rapamycin associated protein FRAP2 [Homo sapiens] 
275360 

58692_1.R1011 

LIB305 9-037-Q1-K1-H12 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275361 

58701_1,R1011 

LIB3066-052-Q1-K1-D12 

BLASTX 

gl076498 

200 

9.0e-15 

108 



38388 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

zinc-finger protein (C-terminal) 
>gi__558543_emb_CAA85320_ (Z36749) 
[Glycine max] 



- soybean 

C-terminal zinc-finger 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275362 

58716_1.R1011 

LIB3059-038-Q1-K1-C1 

BLASTX 

g4336606 

782 

2.0e-83 

185 

84 

{AF099110) Sigma factor; Sigl [Zea mays] 
275363 

58730_1.R1011 

cyk700048007.fl 

BLASTX 

g2649424 

168 

9.0e-12 

99 

37 

(AE001023) A. fulgidus predicted coding region AF1178 
[Archaeoglobus fulgidus] 

275364 

58767_1.R1011 
xsy700209355.hl 

275365 

58791_1.R1011 

LIB3059-039-Q1-K1-C4 

BLASTX 

g2129580 

266 

3.0e-23 

91 

55 

envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi_493622_dbj_BAA03090_ (D13983) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4176435_emb_CAA49559_ (X69941) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

275366 

58801_1.R1011 

xmt700265629.hl 

BLASTX 

g3776007 

494 

l.Oe-49 

194 
54 

(AJ010467) RNA helicase [Arabidopsis thaliana] 



38389 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275367 

58811_1.R1011 

LIB3061-049-Q1-K1-B4 

BLASTX 

g2244899 

1034 

l.Oe-113 

308 
60 

(Z97338) similar to UFDl protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275368 

58813_1.R1011 
nwy700445630.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275369 

58828_1.R1011 
LIB3059-039-Q1-K1-H12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275370 

58829_1,R1G11 

LIB3067-052-Q1-K1-F6 

BLASTX 

g2129550 

266 

l.Oe-22 

85 
58 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi__836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 4 54 034_emb_CAA23031. 1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275371 

58836_1.R1011 

uC-zmflb73294c07bl 

BLASTX 

g3876473 

176 

3.0e-12 

133 
29 

{Z72508) F28H7.4 [Caenorhabditis elegans] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275372 

58863_1.R1011 

uC-zmflb73276ellbl 

BLASTX 

gll70471 

145 

l.Oe-08 

66 



38390 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



38 

APOPTOSIS INHIBITOR 3 (IAP-3) >gi_625582_pir ^A53989 

apoptosis-inhibiting protein - Orgyia pseudotsugata nuclear 
polyhedrosis virus OpMNPV >gi_456114 (L22564) lap gene 
product [Orgyia pseudotsugata nuclear polyhedrosis virus] 
>gi_1911281 (U75930) inhibitor of apoptosis protein 3 
[Orgyia pseudotsugata nuclear polyhedrosis virus] 

275373 

58867_1.R1011 

LIB3059-040-Q1-K1-E12 

BLASTX 

g4587567 

184 

2.0e-13 

83 
43 

(AC006550) F10O3.7 [Arabidopsis thaliana] 



275374 

58874_2.R1011 

xmt700267465.hl 

BLASTX 

g2809251 

457 

2.0e-45 

170 
48 

(AC002560) F21B7. 



20 [Arabidopsis thaliana] 



275375 

58930__1.R1011 

uC-zmflm017207hllbl 

BLASTX 

g3193285 

146 

8.0e-09 

96 

32 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 
275376 

58930_2.R1011 
LIB3060-029-Q1-K1-H2 



Seq. No. 

Contig ID 
5 '-most EST 



275377 

58949_1.R1011 
fwa700097396.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275378 

58957_1.R1011 

uC-zmflb73208b02a2 

BLASTX 

g2224913 

540 

6.0e-55 
141 



38391 



# 



% identity 66 

NCBI Description (U95967) beta-expansin [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5V-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
'E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275379 

58989_1.R1011 

uC- zmf lmol7 12 9bO 6bl 

BLASTX 

g4559388 

425 

8.0e-42 

162 
52 

(AC006526) hypothetical protein [Arabidopsis thaliana] 
275380 

59001_1.R1011 
gct701178965.hl 

275381 

59002_1.R1011 

ceu700433248.hl 

BLASTX 

g2335100 

393 

4 . Oe-38 

152 

49 

{AC002339) unknown protein [Arabidopsis thaliana] 
275382 

59011_1.R1011 

uwc700153481.hl 

BLASTX 

g4467128 

1080 

l.Oe-118 

422 

51 

(AL035538) putative protein [Arabidopsis thaliana] 
275383 

59011_2.R1011 

rvl700457253.hl 

BLASTX 

g4501901 

196 

7.0e-15 

60 

57 

aminoacylase 1 >gi_4 614 66_sp_Q03154_ACYl_HUMAN 
AMINOACYLASE-1 (N-ACYL-L-AMINO-ACID AMIDOHYDROLASE ) (ACY-1) 

>gi_1082202_pir ^A47488 aminoacylase (EC 3.5.1.14) - human 

>gi_178071 {L07548) aminoacylase-1 [Homo sapiens] 
>gi_285903_dbj_BAA03397_ (D14524) aminoacylase-1 [Homo 
sapiens] >gi_303595_dbj_BAA03814_ (D16307) 45kDa protein 
[Homo sapiens] 



38392 



Seq. No. 

Contig LD 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275384 

59014_1,R1011 

LIB3059-042-Q1-K1-F11 

BLASTX 

g3551249 

201 

2.0e-15 

180 
32 

(AB012704) 184 [Daucus carota] 
275385 

59020_1.R1011 

ntr700076005.hl 

BLASTX 

g4587516 

586 

2.0e-60 

191 

57 

(AC007060) Strong similarity to gb_U80583 proteinase TMP 
from Lycopersicon esculentum and is a member of the 
PF_00082 subtilase family. [Arabidopsis thaliana] 

275386 

59026_1.R1011 

LIB3059-042-Q1-K1-G5 

BLASTX 

g2344901 

258 

4.0e-36 

190 
50 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275387 

59028_1.R1011 
uC-zmrob73004dl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



275388 

59028_2.R1011 
LIB3059-042-Q1-K1-G9 



Seq. No. 

Contig ID 
5 '-most EST 



275389 

59029^1. RlOll 
LIB3059-042-Q1-K1-H1 



Seq. No. 
Contig ID 
5 '-most EST 



275390 

59035_1.R1011 

LIB30 67-02 6-Q1-K1-D7 



Seq. No. 
Contig ID 
5 '-most EST 



275391 

59060_1.R1011 
hvj700622456.hl 



Seq. No. 



275392 



38393 



® 



Contig ID 

5/ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59063__1.R1011 

uC-zmflB73047h08bl 

BLASTX 

g4505727 

231 

l,0e-18 

274 
30 

peroxisomal biogenesis factor 3 

>gi_3914 303_sp_P5658 9_PEX3_HUMAN PEROXISOMAL ASSEMBLY 
PROTEIN PEX3 (PEROXIN-3) >gi_3336882_emb_CAA0487 9_ 
(AJ001625) Pex3 protein [Homo sapiens] 

>gi__4092648_emb__C7iA10362__ (AJ131389) PEX3 protein [Homo 
sapiens] >gi_421842 6_emb_CAA08 904__ (AJ009866) Pex3p [Homo 
sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



275393 

59072_1,R1011 
LIB3059-043-Q1-K1-D12 



Seq. No. 

Contig ID 
5 '-most EST 



275394 

59078_1.R1011 
wty700169885.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275395 

59112_1.R1011 
nbm700472369.hl 



Seq, No. 

Contig ID 
5 '-most EST 



275396 

59124_1.R1011 
yyf700350973.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275397 

59129_1.R1011 

t2u700204922,hl 

BLASTX 

g3023535 

1326 

l.Oe-147 

335 
73 

MOLYBDOPTERIN BIOSYNTHESIS CNX2 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX2 ) >gi_66287 l_emb_CAA8 8 107 
(Z48047) Cnx2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275398 

59133_1.R1011 
tfd700572566.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275399 

59176__1.R1011 

uC-zmroteosinte040d08bl 

BLASTX 

g4585981 

503 

4.0e-54 

226 



38394 



% identity 

NCBI Description 



54 

(AC005287) similar to Na+/H+-exchanging proteins 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275400 

59188_1.R1011 

LIB36-020-Q1-E1-A12 

BLASTX 

g3025188 

365 

l.Oe-34 

107 
62 

HYPOTHETICAL 11.9 KD PROTEIN SLR1846 

>gi_1652154_dbj_BAA17078_ (D90903) hypothetical protein 
[Synechocystis sp. ] 



Seq. No. 

Contig ID 
5 '-most EST 



275401 

59188_2.R1011 
gct701168678.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275402 

59198_1.R1011 
LIB3059-045-Q1-K1-B1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275403 

59203_1.R1011 

uC-zmflm017207c06bl 

BLASTX 

gl495768 

887 

3.0e-95 

298 
59 

(Z68506) 
(lEPllO) 



chloroplast inner envelope protein, 110 kD 
[Pisum sativum] 



Seq. No. 
Contig ID 
5 '-most EST 



275404 

59205_1.R1011 
LIB305 9-04 5-Q1-K1-B8 



Seq. No. 

Contig ID 
5 '-most EST 



275405 

59229_1.R1011 
uC-zmflMol7016c09bl 



Seq. No. 

Contig ID 
5 '-most EST 



275406 

59231_1,R1011 
LIB3059-045-Q1-K1-E5 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275407 

59234_1.R1011 

LIB3059-045-Q1-K1-E8 

BLASTX 

g3157950 

293 

3.0e-26 
175 



38395 



% identity 

NCBI Description 



45 

(AC002131) Contains similarity to hypothetical protein 
C18bll.05 gb_Z50728 from S. pombe . EST gb__H76601 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 


275408 


Tontia ID 


59241 l.RlOll 


5^ -most EST 


LIB3059-045-Q1-K1-F3 


^^^^ l^i,X\^\mA. 


BLASTX 


NCBI GI 


g4586030 


BLAST score 


173 


E value 


3. Oe-12 


Match length 


62 


% identity 


56 


NCBI Description 


(AC007109) unknown protein [Arabidopsis thaliana] 


Seq. No. 


275409 


fontia ID 


59271 l.RlOll 


«^ ILLV^O U. l_i k_) J. 


LIB3059-04 6-O1-K1-A8 


L its L.JI i^JkJ. 


RT.ASTX 


JLN \^LJ _L J. 


a4262186 


i_J J-Jii. J. O — • J_ ^ 


413 


X_i V Cl -L U.'^ 


2 . Oe-40 


M;^1~r"h 1 PTirfhh 

lid. L.t-'J.JL J-Ciiyi—ii 


94 


% identity 


87 




{AC005508) Highly similar to cullin 3 [Arabidopsis 




thaliana] 


Sea No 


275410 




SQ272 1 RlOll 


5 * -most EST 


LIB36-015-Q1-E1-H10 


Method 


BLASTX 


NCBI GI 


g2244765 


BLAST score 


168 


E value 


2.0e-ll 


Match length 


64 


% identity 


53 


NCBI Description 


(Z97335) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


275411 


Contig ID 


59299 l.RlOll 


5 '-most EST 


LIB3059-04 6-Q1-K1-D5 



Seq. No. 
Contig ID 
5 '-most EST 



275412 

59313_1. RlOll 
uC-zmflmol7180e03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275413 

59323_1. RlOll 

xsy700211381.hl 

BLASTX 

g4206122 

1527 

1.0e-170 

398 

72 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 



38396 



® 



crystallinum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq: No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275414 

59323_2.R1011 
uC-zmflb73264dl2bl 

275415 

59323_3.R1011 

LIB3062-020-Q1-K1-D7 

BLASTX 

g4206122 

295 

2.0e-26 

87 
67 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

275416 

59323__4.R1011 
uC-zmflb73236g02bl 

275417 

59323_5.R1011 
LIB3061-038-Q1-K1-E2 

275418 

59323_6.R1011 

uC-zmflmol7122c08bl 

BLASTX 

g4206122 

244 

2,0e-20 

72 

68 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

275419 

59323_7 .RlOll 
LIB84-024-Q1-E1-F9 

275420 

59325_1. RlOll 

LIB3059-04 6-Q1-K1-G3 

BLASTX 

g3047114 

360 

6.0e-34 

228 

39 

(AF058919) No definition line found [Arabidopsis thaliana] 
275421 

59327_1. RlOll 
LIB305 9-04 6-Q1-K1-G6 



38397 



Seq. No. 


275422 


Contig ID 


59345 l.RlOll 


5 '-most EST 


ypc700802379.hl 


Method 


BLASTX 


NCBI GI 


g3377850 


BLAST score 


296 


E value 


2 . Oe-26 


Match length 


78 


% identity 


73 


NCBI Description 


(AF076274) contains simlarity to Canis familiaris signal 


peptidase complex 25 kDa subunit (GB:U12 687) [Arabidopsi; 




thaliana] 


Seq, No. 


275423 


Contig ID 


59354 l.RlOll 


5 '-most EST 


LIB3059-047-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g24 43329 


BLAST score 


494 


E value 


l.Oe-49 


Match length 


119 


% identity 


76 


NCBI Description 


(D86122) Mei2-like protein [Arabidopsis thaliana] 


Seq. No. 


275424 


Contig ID 


59357 l.RlOll 


5 '-most EST 


LIB3059-047-Q1-K1-C1 


Seq. No. 


275425 


Contig ID 


59366 l.RlOll 


5 '-most EST 


LIB3059-047-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3080443 


BLAST score 


374 


E value 


l.Oe-35 


Match length 


191 


% identity 


45 


NCBI Description 


(AL022 605) putative protein [Arabidopsis thaliana] 


Seq. No. 


275426 


Contig ID 


59368 l.RlOll 


5 ' -most EST 


fwa700100640.hl 


Method 


BLASTX 


NCBI GI 


g4455800 


BLAST score 


369 


E value 


8.0e-35 


Match length 


218 


% identity 


41 


NCBI Description 


(Z97343) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


275427 


Contig ID 


59383 l.RlOll 


5 '-most EST 


LIB305 9-047-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


393 


E value 


7.0e-38 



38398 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



196 
48 

(AC00707Q) unknown protein [Arabidopsis thaliana] 
275428 

59405_1.R1011 
ntr700071986.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



275429 

59406_2.R1011 

cat700017145.rl 

BLASTX 

g2245378 

164 

3.0e-ll 

45 
64 

(U83245) auxin response 
275430 

59419_1.R1011 
LIB3069-002-Q1-K1-D9 

275431 

59429_1.R1011 
zuv700355329.hl 



factor 1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



275432 

59439_1.R1011 
pmx700086836.hl 

275433 

59486_1.R1011 

ymt700222775.hl 

BLASTX 

g3776003 

396 

5.0e-38 

166 

51 

(AJ010465) RNA helicase [Arabidopsis thaliana] 
275434 

59494_1.R1011 

LIB3059-048-Q1-K1-H6 

BLASTX 

g4164408 

617 

4 .Oe-64 

227 
51 

(AJ132228) amino acid carrier [Ricinus communis] 
275435 

59497_1.R1011 

LIB3137-033-Q1-K1-H6 

BLASTX 



38399 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl723513 
165 

7.0e-ll 

238 
27 

HYPOTHETICAL 63.9 KD PROTEIN C1F12.09 IN CHROMOSOME I 

>gi_2130242_pir S67452 hypothetical protein - fission 

yeast ( Schizosaccharomyces pombe) >gi__1217 983__emb__CAA93813_ 
(Z69944) unknown [Schizosaccharomyces pombe] 



Seq, No. 

Contig ID 
5 '-most EST 



275436 

59509_1.R1011 
zuv700357139.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



275437 

59526_1.R1011 

uC-zmroteosinte057el0bl 

BLASTN 

g3046847 

38 

l.Oe-11 

78 
87 

Arabidopsis thaliana genomic DNA, chromosome5, TAG clone: 
K11J9, complete sequence [Arabidopsis thaliana] 

275438 

59528_1.R1011 
LIB3059-04 9-Q1-K1-D12 



Seq. No. 

Contig ID 
5 '-most EST 



275439 

59532_1.R1011 
LIB3059-0 4 9-Q1-K1-D5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275440 

59534_1.R1011 

tzu700205625.hl 

BLASTX 

gl731078 

323 

2.0e-29 

195 

38 

HYPOTHETICAL OXIDOREDUCTASE IN ANSR-BMRU INTERGENIC REGION 
>gi_1303968_dbj_BAA12623_ (D84432) YqjQ [Bacillus subtilis] 
>gi_2 634 813_emb_CAB14310_ (Z99116) similar to ketoacyl 
reductase [Bacillus subtilis] 



Seq. No. 

Contig ID 
5 '-most EST 



275441 

59549_1.R1011 
LIB84-029-Q1-E1-E12 



Seq. No. 

Contig ID 
5 '-most EST 



275442 

59549__2.R1011 
LIB36-013-Q1-E1-E5 



Seq. No. 



275443 



38400 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59555_1.R1011 

LIB3059-049-Q1-K1-G3 

BLASTX 

gl360090 

400 

6.0e-39 

144 

52 

(X95576) ClC-Ntl [Nicotiana tabacum] 



Seq. No, 

Contig ID 
5 '-most EST 



275444 

59563_1.R1011 
qmh700026647, fl 



Seq. No. 

Contig ID 
5 '-most EST 



275445 

59569_1.R1011 
gct701169216.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275446 

59569_2.R1011 
uC-zmflmol7174cl2al 



Seq. No. 

Contig ID 
5 '-most EST 



275447 

59596_1.R1011 
LIB3137-023-Q1-K1-D6 



Seq. No. 

Contig ID 
5 '-most EST 



275448 

59598_1.R1011 
gct701177976.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275449 

59605_1.R1011 
LIB3059-052-Q1-K1-D9 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



275450 

59629__1.R1011 

wen700332674.hl 

BLASTX 

g479413 

319 

3.0e-29 

182 

40 



NCBI Description myosin-like protein - Arabidopsis thaliana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275451 

59629__2.R1011 

LIB3059-052-Q1-K1-G4 

BLASTX 

g2129651 

195 

5.0e-15 

94 

50 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_4 99045_emb_CAA84065_ (Z34292) myosin [Arabidopsis 
thaliana] 



38401 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275452 

59&35_1.R1011 

LIB3059-052-Q1-K1-H1 

BLASTX 

g4335745 

220 

l.Oe-17 

132 
39 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275453 

59641_1.R1011 
uC-zmflmol7050e09b2 



Seq. No. 

Contig ID 
5 '-most EST 



275454 

59656_1.R1011 
uC-zmflb73193c02al 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275455 

59661__1.R1011 

LIB3059-053-Q1-K1-C10 

BLASTX 

g2130033 

166 

l,Oe-ll 
112 

33 

D-hordein precursor - barley 



Seq. No. 
Contig ID 
5 '-most EST 



275456 

59664_1.R1011 
ymt700222803.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275457 

59675_1.R1011 
LIB3068-013-Q1-K1-D12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275458 

59675^2. RlOll 

xyt700346944.hl 

BLASTX 

g4567278 

1337 

l.Oe-148 

420 

73 

(AC006841) putative anthracycline associated resistance ARX 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275459 

59681_1.R1011 
vux700159922.hl 



38402 



Seq, No. 


275460 


Contig ID 


59683 l.RlOll 


5 '-most EST 


LIB3067-017-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4455213 


BLAST score 


555 


E value 


6.0e-57 


Match length 


134 


% identity 


78 


NCBI Description 


(AL035440) glutamine amidotransf erase/cyclas 




thaliana] 


Seq. No. 


275461 


Contig ID 


59683 2.R1011 


5 '-most EST 


qmh700028907.fl 


Method 


BLASTX 


NCBI GI 


g4455213 


BLAST score 


816 


E value 


l.Oe-87 


Match length 


191 


% identity 


82 


NCBI Description 


(AL035440) glutamine amidotransf erase/cyclas 




thaliana] 


Seq. No. 


275462 


Contig ID 


59686 l.RlOll 


5 '-most EST 


LIB83-013-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


g3668091 


BLAST score 


227 


E value 


l.Oe-18 


Match length 


148 


% identity 


5 


NCBI Description 


{AC004 667} hypothetical protein [Arabidopsis 


Seq. No. 


275463 


Contig ID 


59689 l.RlOll 


5 '-most EST 


LIB3062-053-Q1-K1-A12 


Seq. No. 


275464 


Contig ID 


59697 l.RlOll 


5 '-most EST 


LIB305 9-053-Q1-K1-F7 


Seq. No. 


275465 


Contig ID 


59713 l.RlOll 


5 '-most EST 


hbs701185202.hl 


Method 


BLASTX 


NCBI GI 


g4519671 


BLAST score 


188 


E value 


4 .Oe-14 


Match length 


66 


% identity 


59 


NCBI Description 


(AB017693) transfactor [Nicotiana tabacum] 


Seq. No. 


275466 


Contig ID 


59716 l.RlOll 


5 '-most EST 


LIB3059-054-Q1-K1-A7 



38403 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275467 

59731_1.R1011 

uC-zmflb73196e02bl 

BLASTX 

g3560143 

263 

l.Oe-22 

163 
39 

{AL031534) putative vacuolar protein sorting-associated 
protein [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



275468 

59731_2.R1011 
nwy700445945.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275469 

59731_3.R1011 
LIB3059-054-Q1-K1-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275470 

59735_1.R1011 

xjt700092633.hl 

BLASTX 

g4510341 

485 

l.Oe-48 

251 

33 

{AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275471 

59737_1.R1011 

wyr700236914.hl 

BLASTX 

gl22085 

458 

6.0e-46 

93 

100 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57 626 histone H3 - maize 

>gi_2 0251_emb_CAA31969_ {X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA3197 0_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
{M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinura crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[ Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb_CAA5 9111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 {M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 



38404 




homolog [Brassica napus] >gi_1531754_einb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 {U77296) 
histone 3 [Oryza sativa] >gi__3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb__M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T4 2306 come from this gene. [Arabidopsis thaliana] 

>gi_22545 9_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275472 

59742_1.R1011 

uC-zmflmol70 97h04bl 

BLASTX 

g3335336 

297 

l.Oe-26 

121 

51 

(AC004512) Contains similarity to DnaJ gene YM8520.10 
gb_825566 from from S. cerevisiae cosmid gb__Z49705. ESTs 
gb_Z47720 and gb_Z29879 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275473 

59745_1.R1011 

uC-zmroteosinte018el2bl 

BLASTX 

g4586056 

384 

l.Oe-36 

227 

40 

(AC007020) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275474 

59768^1. RlOll 
LIB3136-052-Q1-K1-A8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275475 

59776_1.R1011 

ypc700805464.hl 

BLASTX 

g3738331 

145 

6.0e-09 

45 
56 

{AC005170) unknown protein [Arabidopsis thaliana] 
275476 

59776_3,R1011 
uC-zmflmol7 428c03al 



Seq. No. 275477 

Contig ID 59789_1 . RlOll 

5 '-most EST pmx700091624 . hi 

Method BLASTX 



38405 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3176664 
229 

l.Oe-18 

168 

37 

{AC004393) Contains similarity to beta scruin gb_Z47541 
from Limulus polyphemus. ESTs gb_T04 4 93 and gb_AA585955 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275478 

59792_1.R1011 
vux700158922.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275479 

59806_1.R1011 
vvh700281866.h2 



Seq. No. 
Contig ID 
5 '-most EST 



275480 

59807_1.R1011 
rvl700454405.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275481 

59838_1.R1011 

uer700580330.hl 

BLASTX 

g3128208 

190 

2.0e-16 

142 
41 

(AC004077) hypothetical protein [Arabidopsis thaliana] 



275482 

59865_1 

pmx7 000 

BLASTX 

g387528 

173 

7.0e-12 

249 

27 

(Z81051 
yk500a3 



RlOll 
86342. hi 



) cDNA EST yk500a3.3 comes from this gene; cDNA EST 
.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Contig ID 



275483 

59869_1. RlOll 

LIB3062-031-Q1-K1-D11 

BLASTX 

g2914703 

1326 

l.Oe-147 

403 
62 

(AC003974) unknown protein [Arabidopsis thaliana] 
275484 

59880 1. RlOll 



38406 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

K value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73249dllb3 

BLASTX 

g4586114 

262 

2.0e-22 

108 
46 

(AL04 9638) putative protein [Arabidopsis thaliana] 



l.RlOll 

)9-005-Ql-Kl-C2 

HI 

L09 



275485 
59894 
LIB306^ 
BLASTX 
g32362^ 
1005 
l.Oe-lC 
306 
60 

{AC004684) SCARECROW-like protein [Arabidopsis thaliana] 
275486 

59897_1.R1011 

pmx700091581.hl 

BLASTX 

g3367591 

623 

7.0e-65 

163 

73 

(AL031135) putative protein [Arabidopsis thaliana] 
275487 

59898_1.R1011 

LIB3060-039-Q1-K1-G9 

BLASTX 

g4090884 

602 

4.0e-64 

237 
53 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

275488 

59898_2,R1011 
xyt700346843.hl 

275489 

59910_1.R1011 

LIB3059-057-Q1-K1-C1 

BLASTX 

g3335376 

299 

8.0e-27 

133 
47 

(AC003028) putative ammonium transporter [Arabidopsis 



38407 



thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



275490 

59910_3.R1011 
cat700020050.rl 



Seq. No. 
Contig ID 
5 '-most EST 



275491 

59931__1.R1011 
uC-zmromol7 045e02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275492 

59944_1.R1011 

LIB305 9-057 -Q1-K1-F7 

BLASTX 

g2832898 

706 

l.Oe-74 

185 
71 

(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 

275493 

59958_1.R1011 

pmx700088563.hl 

BLASTX 

g960291 

696 

2.0e-73 

165 

81 

(L34344) anthranilate synthase alpha subunit [Ruta 
graveolens] 

275494 

59971_1.R1011 
LIB3059-058-Q1-K1-B1 

275495 

59979_1.R1011 

nbm700471307.hl 

BLASTX 

g2826786 

391 

2.0e-37 

195 

48 

(Y10905) RAPB protein [Oryza sativa] 
275496 

59979_2.R1011 
uC-zmflmol724 6el2bl 



Seq. No. 

Contig ID 
5 '-most EST 



275497 

59979_3.R1011 
uC-zmflm017233b08bl 



38408 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



275498 

59979_4 .RlOll 
uC-zmfib73052h04bl 

275499 

59994_1. RlOll 
LIB3059-058-Q1-K1-D3 

275500 

60015_1. RlOll 

gwl700615039.hl 

BLASTX 

g4467124 

177 

l.Oe-12 

205 
23 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
275501 

60017_1. RlOll 
LIB3059-058-Q1-K1-G11 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275502 

60020__1. RlOll 
LIB3059-058-Q1-K1-G3 

275503 

60021_1. RlOll 

ceu700422572.hl 

BLASTX 

g549638 

375 

2.0e-35 

289 

35 

HYPOTHETICAL 39.6 KD PROTEIN IN MTD1-NUP133" INTERGENIC 

REGION >gi__53927 9_pir S38159 hypothetical protein YKROBlc 

- yeast (Saccharomyces cerevisiae) >gi__415901_emb_CAA8 1632_ 

(Z27116) ORF YKR401 [Saccharomyces cerevisiae] 
>gi__486561_emb_CAA82160__ (Z28306) ORF YKR081c 

[Saccharomyces cerevisiae] 

275504 

60031_1. RlOll 

LIB3068-050-Q1-K1-G4 

BLASTX 

g4115377 

923 

l.Oe-99 

275 

68 

[AC005967) unknown protein [Arabidopsis thaliana] 
275505 

60033_1. RlOll 
dyk700102649.hl 



38409 ^ 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



275506 

60052_1.R1011 
LIB305 9-059-Q1-K1-B9 

275507 

6G052__2.R1011 
uC-zmrob7 3054al2al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275508 

6G081__1.R1011 

uC-zmflmol7113b04bl 

BLASTX 

g2947062 

412 

2.0e-39 

552 
30 

(AC002521) unknown protein [Arabidopsis thaliana] 



275509 

60084_1.R1011 

uer700582983.hl 

BLASTX 

gl362112 

585 

2.0e-60 

181 

59 

protein kinase 
>gi_862342 dbj 



NPK2 (EC 
BAA06731 



2,7,1.-) ■ 

(D31964) 



■ common tobacco 

NPK2 [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275510 

60086_1,R1011 

ceu700431113.hl 

BLASTX 

gl350548 

224 

3.0e-18 

78 
60 

(L47609) heat shock-like protein [Picea glauca] 



275511 

60098_1.R1011 

xjt700092817.hl 

BLASTX 

g3063453 

576 

3.0e-59 

136 

85 

(AC003981) F22013. 



15 [Arabidopsis thaliana] 



275512 

60098_2.R1011 
LIB3059-059-Q1-K1-G7 



38410 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3063453 

535 

l.Oe-54 

177 
67 

(AC003981] 



F22013.15 [Arabidopsis thaliana] 



275513 

60114_1.R1011 
cjh700193873.hl 

275514 

60121_1.R1011 
hvj700621532.hl 

275515 

60133_1.R1011 

nwy700444226.hl 

BLASTX 

g4510377 

664 

l.Oe-69 

162 
78 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
275516 

60138_1.R1011 

fwa700101522.hl 

BLASTX 

g4335739 

175 

9.0e-13 

42 

71 

{AC006248) hypothetical protein [Arabidopsis thaliana] 
275517 

60150_1.R1011 
LIB3059-060-Q1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



275518 

60157_1.R1011 

uC-zmflb73285f09al 

BLASTX 

g4490341 

272 

7.0e-24 

54 

91 

{AL035656) putative protein [Arabidopsis thaliana] 
275519 

60158__1.R1011 

LIB83-007-Q1-E1-F7 

BLASTX 



38411 






g4^:oZ4UA 


BLAST score 


357 


E value 


6.0e-34 


Match length 


135 


^ laentity 


o J 


NCBI Description 


(AF098976) El-like protein [Pichia pastoris] 


Seq. No. 


275520 


Contig ID 


oQlt^O l.RlOll 


5 '-most EST 


gct701176146.hl 


Seq. No. 


275521 


Contig ID 


60181 l.RlOll 


5 '-most EST 


uC-zmflb73028cl0al 


Seq. No. 


275522 * 


Contig ID 


60184 l.RlOll ^'r"'- 


5 '-most EST 


ymt700220145.hl 


Method 


BLASTX 


NCBI GI 


g3941543 


BLAST score 


1419 


E value 


1 ri — ICO 


Match length 


368 


% identity 


73 


NCBI Description 


(AF069497) pelota [Arabidopsis thaliana] 




>gi 4469016 emb CAB38277 (ALG35602) pelota (PELl) 




[Arabidopsis thaliana] 


Seq. No. 


275523 


Contig ID 


60200 l.RlOll 


5 '-most EST 


gct701178145.hl 


Seq. No. 


275524 


Contig ID 


60209 l.RlOll 


5 '-most EST 


LIB36-013-Q1-E1-B1 


Method 


BLASTX 




gzyzioU4 


BLAST score 


167 


E value 


l.Oe-11 


Match length 


85 


% identity 


47 


NCBI Description 


(AF033496) herbicide safener binding protein [Zea mays] 


Seq. No. 


275525 


Contig ID 


60219 l.RlOll 


5 '-most EST 


LIB30 60-00 1-Q1-K2-C5 


Method 


BLASTX 


NCBI GI 


g2262111 


BLAST score 


274 


E value 


4. Oe-24 


Match length 


98 


% identity 


59 


NCBI Description 


{AC002343) ribitol dehydrogenase isolog [Arabidopsis 




thaliana] 


Seq. No. 


275526 


Contig ID 


60221_1.R1011 



38412 



11 



5 '-most EST 

Method 

i^CBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73225f09bl 

BLASTX 

g455e6?5' 

222 

6.0e-18 

124 
47 

(AC007063) putative white protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275527 

60225_1.R1011 

LIB3060-001-Q1-K2-D2 

BLASTX 

g2245136 

2053 

O.Oe+00 

556 

71 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275528 

60226_1.R1011 
LIB3060-001-Q1-K2-D3 



Seq. No. 
Contig ID 
5 '-most EST 



275529 

60227_1.R1011 
xsy700217331.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275530 

60227_2.R1011 
LIB84-021-Q1-E1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275531 

60231_1.R1011 

LIB3060-001-Q1-K2-D9 

BLASTX 

g2702273 

312 

l.Oe-28 

117 
50 

(AC003033) carrot B2 protein-like [Arabidopsis thaliana] 
275532 

60234_1.R1011 

wyr700240001.hl 

BLASTX 

g3236237 

743 

l.Oe-78 

262 
56 

(AC004684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 



275533 



38413 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



60234_2.R1011 

cyk700051501. fl 

BLASTX 

g629592 

192 

2.0e-14 

65 

60 

hypothetical protein 
275534 

60238__1.R1011 
uC-zmflb73174a05bl 



rape 



Seq. No. 
Contig ID 
5 '-most EST 



275535 

60250_1.R1011 
uwc700151017.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



275536 

60252_1.R1011 

LIB3060-001-Q1-K2-G3 

BLASTX 

g4263787 

442 

6.0e-71 

287 

55 

(AC006068) unknown protein [Arabidopsis thaliana] 
275537 

60252_2.R1011 

uC-zmflMol7085g08bl 

BLASTX 

g4263787 

160 

3.0e-10 

43 

74 

(AC006068) unknown protein [Arabidopsis thaliana] 
275538 

60252_3.R1011 

uC-zmflmol7031d04bl 

BLASTX 

g2245074 

197 

l.Oe-14 

191 

36 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
275539 

60257^1. RlOll 

LIB3060-001-Q1-K2-G8 

BLASTX 

g82798 

178 



38414 



E value 
Match length 
% identity 
NCBI Description 



6.0e-13 

122 
35 

DNA-directed RNA polymerase (EC 2.7.7.6) I 18 9K chain 
fission yeast (Schizosaccharorayces pombe) 
>gi_4 995_emb_CAA32887_ (X14783) nucl ^ product , RNA 
polymerase 1 largest subunit (AA 1-1689) 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



275540 

60260_1.R1011 
ntr700076531.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275541 

60260__2.R1011 
pwr700448637.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275542 

60275_1.R1011 

uC-zmflmol7241c09bl 

BLASTX 

g4522004 

510 

l.Oe-51 

202 
55 

(AC007069) putative histidine kinase^ 
[Arabidopsis thaliana] 



sensory transduction 



Seq. No. 
Contig ID 
5 '-most EST 



275543 

60282_1.R1011 
uC-zmroteosinte070b02bl 



Seq. No. 
Contig ID 
5 '-most EST 



275544 

60282_2.R1011 
nbm700477201.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275545 

60282_3.R1011 
nbm700469208.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275546 

60294_1.R1011 

LIB3060-002-Q1-K2-C5 

BLASTN 

g22372 

90 

6.0e-43 

113 
96 

Maize Mu5 transposable element 



Seq. No. 
Contig ID 
5 '-most EST 



275547 

60301^1. RICH 
xjt700094445.hl 



Seq. No. 



275548 



38415 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60304_1.R1011 

LIB83-015-Q1-E1-A3 

BLASTX 

g2754849 

1205 

l.Oe-133 

274 

84 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275549 

60306_1.R1011 

fwa700097234.hl 

BLASTX 

g2129941 

1686 

O.Oe+00 

463 

70 

zeaxanthin epoxidase precursor - curled-leaved tobacco 
>gi_1370274_emb_CAA65048_ {X95732) zeaxanthin epoxidase 
[Nicotiana plumbaginif olia] 

275550 

603G6_2.R1011 

uer700580621.hl 

BLASTX 

g2129941 

295 

9.0e-27 

79 
70 

zeaxanthin epoxidase precursor - curled-leaved tobacco 
>gi_1370274_emb_CAA65048_ (X95732) zeaxanthin epoxidase 
[Nicotiana plumbaginif olia] 

275551 

60309__1.R1011 
LIB3069-03 9-Q1-K1-B10 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



275552 

60317_1.R1011 

uC-zmflb73221f09bl 

BLASTX 

g2827630 

148 

4.0e-09 

36 
72 

(AL021636) putative protein [Arabidopsis thaliana] 
275553 

60333_1.R1011 

uC-zmflmol7273a04bl 

BLASTX 

g3914005 



38416 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



789 

2.0e-84 

185 
89 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_1816586 
(U85494) LONl protease [Zea mays] 

275554 

60343_1.R1011 
LIB3060-002-Q1-K2-H2 



Seq* No. 
Contig ID 
5 '-most EST 



275555 

60343_2.R1011 
tfd700569106.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275556 

60348_1.R1011 
LIB3060-006-Q1-K1-H6 



Seq. No. 
Contig ID 
5 '-most EST 



275557 

60356_1.R1011 

LIB30 60-003-Q1-K1-B1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275558 

60358_1.R1011 

LIB30 60-003-Q1-K1-B11 

275559 

60373_1.R1011 

LIB3060-003-Q1-K1-C8 

BLASTX 

g3021270 

341 

9.0e-32 

150 

46 

(AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 

275560 

60374_1.R1011 

tzu700204471.hl 

BLASTX 

g4455225 

2031 

O.Oe+QO 

453 

77 

(AL035440} putative protein [Arabidopsis thaliana] 
275561 

60377_1.R1011 

LIB3060-003-Q1-K1-D12 

BLASTX 

g431162 

403 

3.0e-39 



38417 



Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 
51 

[D21822) ORF [Lilium longiflorum] 
275562 

60379_1,R1011 

wyr700241146.hl 

BLASTX 

g2062389 

566 

6,0e-58 

208 

51 

(U77657) pathogenesis-related thaumatin-like protein [Oryza 
sativa] 



Seq. No, 
Contig ID 
5 '-most EST 



275563 

60380_1.R1011 
LIB3060-0 0 6-Q1-K1-F11 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275564 

60389_1.R1011 
cyk700049036.fl 

275565 

60392_1.R1011 
pmx700082815.hl 

275566 

60393_1.R1011 

LIB3060-003-Q1-K1-E8 

BLASTX 

g4490756 

392 

l.Oe-37 

181 

44 

(AL035708) hypothetical protein [Arabidopsis thaliana] 
275567 

60397_2,R1011 
LIB3060-003-Q1-K1-F7 



Seq, No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 



275568 

60401_1.R1011 
pmx700086370,hl 

275569 

60406_1.R1011 
LIB3060-003-Q1-K1-G2 

275570 

60408_1.R1011 

LIB30 69-04 7-Q1-K1-B9 

275571 

60410 l.RlOll 



38418 



5 '-most EST 



LIB3060-003-Q1-K1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275572 

60414_1.R1011 

nbm700469428 .hi 

BLASTX 

gl362051 

1194 

l.Oe-131 

258 
86 

protein kinase 3 



soybean >gi_310582 (L19361) protein 



kinase 3 [Glycine max] 
275573 

60427_1.R1011 

yyf700348988.hl 

BLASTX 

g4567262 

767 

l.Oe-81 

172 

80 

(AC006841) putative ubiquitin [Arabidopsis thaliana] 
275574 

60427_2.R1011 

LIB3137-003-Q1-K1-D7 

BLASTX 

g4539312 

165 

2.0e-18 

69 

71 

(AL035679) putat ive ubiquit in-dependent proteolytic protein 
[Arabidopsis thaliana] 

275575 

60428_1.R1011 
uC-zmflmol7 051f02bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



275576 

60434_1.R1011 
LIB36-017-Q1-E1-G2 

275577 

60444_1.R1011 
fwa700101244.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275578 

60461_1.R1011 

gct701170801.hl 

BLASTX 

gl684913 

223 

4.0e-18 
148 



38419 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



34 

(U-77888) receptor-like protein kinase [Ipomoea nil] 
275579 

60468_1,R1011 

uer700582209.hl 

BLASTN 

g4160401 

36 

2.0e-10 

56 
91 

Zea mays eIF-5 gene, exons 1-2 
275580 

60468_2.R1011 
nwy700444533.hl 

275581 

60491_1.R1011 

gwl700613348.hl 

BLASTX 

g3668092 

414 

l.Oe-40 

118 

71 

(AC004667) unknown protein [Arabidopsis thaliana] 
275582 

60494_1.R1011 
LIB3060-005-Q1-K1-A12 

275583 

60498__1.R1011 
LIB3060-005-Q1-K1-A5 

275584 

60502_1.R1011 

LIB3060-005-Q1-K1-A9 

BLASTX 

g4038044 

243 

2.0e-20 

77 

61 

(AC005936) unknown protein [Arabidopsis thaliana] 
>gi_4406788__gb__AAD20098_ (AC006532) unknown protein 
[Arabidopsis thaliana] 

275585 

60504_1.R1011 
xmt700265112 .hi 

275586 

60509__1.R1011 
uC-zmflB73045c08bl 



38420 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275587 

60525_1.R1011 
LIB3060-005-Q1-K1-D11 

275588 

60531_1.R1011 

LIB30 67-03 9-Q1-K1-G9 

BLASTX 

gl729938 

199 

2.0e-15 

59 

63 

THIOREDOXIN-LIKE PROTEIN SLR0233 >gi__1001610_dbj_BAA1023^ 
(D64000) thioredoxin M [Synechocystis sp.] 

275589 

60534__1.R1011 

LIB30 60-005-Q1-K1-E12 



Seq. No. 
Contig ID 
5 '-most EST 



275590 

60541_1.R1011 

LIB30 60-005-Q1-K1-E9 



Seq. No. 
Contig ID 
5 '-most EST 



275591 

60553_1.R1011 
ceu700429776.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275592 

60559_1.R1011 
uC-zmflmol7259dl0bl 



Seq. No. 
Contig ID 
5 ' -most EST 



275593 

60559_2,R1011 
uC-zmflmol7 068dllb2 



Seq. No. 

Contig ID 
5 ' -most EST 



275594 

60563_1.R1011 
LIB3060-005-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



275595 

60573_1.R1011 
uC-zmroteosinte042b02bl 



Seq. No. 

Contig ID 
5 '-most EST 



275596 

60573_2.R1011 
uC-zmflmol7377a08al 



Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



275597 

60606_1.R1011 

LIB30 60-04 9-Q1-K1-E2 

BLASTX 

g3176098 

354 

3.0e-33 
150 



38421 



% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(Y15036) annexin [Medicago truncatula] 
275598 

60630_1.R1011 

LIB3060-006-Q1-K1-G11 

BLASTX 

g2984004 

768 

l.Oe-81 

265 

53 

(AE000750) threonyl-tRNA synthetase [Aquifex aeolicus] 
275599 

60631__1.R1011 

pmx700083193.hl 

BLASTX 

g4006875 

337 

3.0e-31 

129 
54 

(Z99707) putative protein [Arabidopsis thaliana] 
275600 

60634_1.R1011 

LIB3060-00 6-Q1-K1-G6 

BLASTX 

g2290782 

252 

l.Oe-21 

103 

50 

(AF002692) glutathione S-transf erase, class-phi [Solanum 
commersonii] 



Seq. No. 


275601 


Contig ID 


60635 l.RlOll 


5 '-most EST 


LIB3060-006-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4455312 


BLAST score 


277 


E value 


3.0e-24 


Match length 


126 


% identity 


47 


NCBI Description 


{AL035528) DnaJ-like protein 


Seq. No. 


275602 


Contig ID 


60648 l.RlOll 


5 '-most EST 


LIB3060-007-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl546817 


BLAST score 


223 


E value 


3.0e-18 


Match length 


57 


% identity 


74 



38422 



NCBI Description (U68484) patatin homolog [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275603 

60650_1.R1011 

pmx700084919.hl 

BLASTX 

g3402711 

383 

8.0e-37 

127 

38 

{AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275604 

60656_1.R1011 
LIB3060-049-Q1-K1-A3 



Seq. No. 

Contig ID 
5 '-most EST 



275605 

60659_1.R1011 
uC-zmflb73167b01b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275606 

60665_1,R1011 

ntr700076886.hl 

BLASTX 

g2244998 

447 

3.0e-44 

190 
57 

(Z97341) similarity to probable transcriptional adaptor 
ADA2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275607 

60670_1.R1011 

LIB3136-014-Q1-K2-G2 

BLASTX 

gl362172 

250 

3.0e-21 

85 

62 

hook-containing protein ATI - rice >gi_ 
(X8B798) putative [Oryza sativa] 



871496 emb CAA61276 



Seq. No. 
Contig ID 
5 '-most EST 



275608 

60675_1.R1011 
mwy700439722.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275609 

60677_1,R1011 

ceu700431195.hl 

BLASTX 

gl402876 

597 

4.0e-62 



38423 



Match length 

% identity 

NCBI Description 



132 
88 

(X98130) putative phosphate permease [Arabidopsis thaliana] 
>gi_14 95255_emb_CAA66116_ (X97484) orfOl [Arabidopsis 
thaliana] 



Seq, No, 

Contig ID 
5 '-most EST 



275610 

60679_1.R1011 
LIB3060-007-Q1-K1-D3 



Seq. No. 
Contig ID 
5 '-most EST 



275611 

60682_1.R1011 
uer700584243.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275612 

60686_1.R1011 
uC-zmflb73413c07al 



Seq. No. 

Contig ID 
5 '-most EST 



275613 

60695^1. RlOll 
LIB3060-007-Q1-K1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 

Contig ID 
5 '-most EST 



275614 

60698_1.R1011 

LIB3060-024-Q1-K1-A6 

BLASTX 

g2252830 

212 

5.0e-17 

130 
44 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

275615 

60699_1.R1011 
wyr700237304.hl 

275616 

60699_2.R1011 
nbm700473021.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275617 

60701_1.R1011 
LIB3060-007-Q1-K1-F7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275618 

60719_1.R1011 

fwa700097321.hl 

BLASTX 

g4206195 

418 

8.0e-41 

99 
73 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD14 4 69_ (AC005275) hypothetical protein 



38424 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275619 

60722_1.R1011 

LIB30 60-04 4-Ql-Kl-DlO 

BLASTX 

g3337367 

237 

7.0e-20 

102 

48 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
275620 

60736_1.R1011 

LIB3060-008-Q1-K1-B11 

BLASTX 

g2541876 

240 

2.0e-31 

132 

57 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 



275621 

60743_1.R1011 
LIB3069-03 6-Q1-K1-A6 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



275622 

60744_1.R1011 

LIB3068-014-Q1-K1-C5 

BLASTX 

g2618699 

267 

4 .Oe-23 

183 
35 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275623 

60745__1.R1011 
uC-zmflmol7163c05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275624 

60745_2.R1011 

LIB3060-009-Q1-K1-B9 

BLASTN 

g4206305 

48 

7.0e-18 

97 
89 

Zea mays retrotransposon Cinful-1, complete sequence 



Seq. No. 

Contig ID 



275625 

60748 l.RlOll 



38425 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73226gllbl 

BLASTX 

g2194132 

919 

2.0e-99 

245 
70 

{AC002062) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275626 

60751_1,R1011 
uC-zmflmol7023d01bl 



Seq. No. 
Contig ID 
5 '-most EST 



275627 

60751_2.R1011 
xmt700259029,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275628 

60756_1.R1011 

LIB3069-039-Q1-K1-F10 

BLASTX 

g2289786 

147 

2.0e-ll 

140 

37 

{D88153) HYA22 [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



275629 

60775_1.R1011 
uC-zmflb73206al2bl 



Seq. No. 
Contig ID 
5 '-most EST 



275630 

60795_1.R1011 
LIB3060-008-Q1-K1-G5 



Seq. No. 

Contig ID 
5 '-most EST 



275631 

60804_1.R1011 
LIB3060-008-Q1-K1-H4 



Seq. No. 

Contig ID 
5 '-most EST 



275632 

60804_2.R1011 
LIB3066-017-Q1-K1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275633 

60807_1.R1011 

LIB3060-008-Q1-K1-H7 

BLASTX 

g3367596 

710 

8.0e-75 

238 
56 

(AL031135) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



275634 

60807 2.R1011 



38426 




5* -most EST 


fC-zmle700578206fl 


Method 


BLASTX 


NCBI GI 


goob / oy b 


BLAST score 


619 


E value 


2.0e-64 


Match length 


182 


% identity 


ol 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana] 


Seq. No. 


275635 


Contig ID 


60813 l.RlOll 


5 '-most EST 


gwl700613648.hl 


Seq. No. 


275636 


Contig ID 


60814 l.RlOll 


5 '-most EST 


lhp700053351.rl 


Method 


BLASTX 


NCBI GI 


g38z24u3 


BLAST score 


480 


E value 


5.0e-48 


Match length 


175 


% identity 


51 


NCBI Description 


{AF087 932) hydroperoxide lyase [Arabidopsis thaliana 


Seq. No. 


275637 


Contig ID 


60837 l.RlOll 


5* -most EST 


LIB30 60-00 9-Q1-K1-D6 


Seq. No. 


275638 


Contig ID 


60840 l.RlOll 


5 '-most EST 


clt700042308.fl 


Method 


BLASTX 


NCBI GI 


g2213620 


BLAST score 


702 


E value 


3.0e-74 


Match length 


175 


% identity 


76 


NCBI Description 


(AC000103) F21J9.13 [Arabidopsis thaliana] 


Seq. No. 


275639 


Contig ID 


60850 l.RlOll 


5 '-most EST 


uC-zmflb73177hllbl 


Method 


BLASTX 


NCBI GI 


g3021508 


BLAST score 


651 


E value 


4.0e-68 


Match length 


142 


% identity 


86 


NCBI Description 


(AJ0017 69) glucose-6-phosphate dehydrogenase [Nicoti 




tabacum] 


Seq. No. 


275640 


Contig ID 


60850 2.R1011 


5 '-most EST 


uC-zmflb730 63a02bl 


Method 


BLASTX 


NCBI GI 


g585165 


BLAST score 


1667 



38427 



E value 
Match length 
% identity 
NCBI Description 



0. Oe+00 

405 

79 

GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE, CYTOPLASMIC ISOFORM 

{G6PD) >gi_212 9985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - potato 

>gi__4 71345_emb_CAA52442_ (X74 421) glucose-6-phosphate 

1-dehydrogenase [Solanum tuberosum] 



Seq. No. 


275641 


Contig ID 


60850 3.R1011 


5 '-most EST 


LIB3069-04 9-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3021508 


BLAST score 


588 


E value 


l.Oe-60 


Match length 


157 


% identity 


71 


NCBI Description 


(AJ001769) glucose- 6-ph 




tabacum] 


Seq. No. 


275642 


Contig ID 


60855 l.RlOll 


5 '-most EST 


LIB30 60-00 9-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3982632 


BLAST score 


412 


E value 


2.0e-40 


Match length 


87 


% identity 


89 


NCBI Description 


(AF056160) disease resi 


Seq. No. 


275643 


Contig ID 


60858 l.RlOll 


5 '-most EST 


LIB3137-033-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2829918 


BLAST score 


287 


E value 


2.0e-25 


Match length 


96 


% identity 


58 


NCBI Description 


(AC002291) similar to " 




[Arabidopsis thaliana] 


Seq. No. 


275644 


Contig ID 


60864 l.RlOll 


5 '-most EST 


LIB3060-009-Q1-K1-G9 


Seq. No. 


275645 


Contig ID 


60866 l.RlOll 


5 '-most EST 


LIB84-016-Q1-E1-G6 


Seq. No. 


275646 


Contig ID 


60868 l.RlOll 


5 '-most EST 


uC-zmflmol7289h05bl 


Method 


BLASTX 


NCBI GI 


gl737218 



38428 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173 

4.0e-12 

37 

84 

(U79959) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275647 

60882_1.R1011 

nbm700474768.hl 

BLASTX 

g4455340 

303 

l.Oe-27 

103 

52 

(AL035522) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275648 

60890_1.R1011 
uC-zmflmol7108gl2bl 



Seq. No. 
Contig ID 
5V-most EST 



275649 

60892_1,R1011 

LIB30 60-01 0-Ql-Kl~Cll 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275650 
60902 
LIB306C 
BLASTX 
g33954: 
148 

2.0e-0^ 
81 
38 

(AC004 683) unknown protein [Arabidopsis thaliana] 



l.RlOll 

50-010-Ql-Kl-Dll 

131 

)9 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275651 

60916_1.R1011 

vux700160360.hl 

BLASTX 

g4006915 

296 

l.Oe-26 

170 

36 

(Z99708) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



275652 

60926_1.R1011 

hvj700619164.hl 

BLASTX 

g629562 

911 

2.0e-98 

186 

89 



38429 



NCBI Description 



sulfate adenylyltransf erase (EC 2,7.7.4) - Arabidopsis 
thaliana >gi_2129743_pir S68024 sulfate 

adenylyltransf erase (EC 2,7.7.4) precursor (clone APS2) - 
Arabidopsis thaliana >gi_487404_einb_CAA557 99_ (X79210) 
sulfate adenylyltransferase [Arabidopsis thaliana] 
>gi_1228104 (U06276) ATP sulfurylase [Arabidopsis thaliana] 
>gi_1378028 (U40715) ATP sulfurylase precursor [Arabidopsis 
thaliana] >gi_1575324 (U59737) ATP sulfurylase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275653 

60929_1.R1011 
uC-zmflmol7281c07bl 



Seq. No. 
Contig ID 
5 '-most EST 



275654 

60929_2.R1011 
xsy700211476.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275655 

60936_1.R1011 

uC-zmflmol7136el0bl 

BLASTX 

g2262115 

455 

4 .Oe-45 

232 
41 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275656 

60946__1.R1011 

LIB3060-011-Q1-K1-A11 

BLASTX 

g4210504 

201 

3.0e-15 

86 

52 

(AC002392) putative cadmium-transporting ATPase 
[Arabidopsis thaliana] 



Seq. No. 275657 

Contig ID 60963_ 

5 '-most EST LIB306 

Method BLASTX 

NCBI GI g45585 

BLAST score 931 

E value l.Oe-1 

Match length 210 

% identity 86 

NCBI Description (AC007 
factor 



l.RlOll 

0-011-Ql-Kl-B^ 

49 

01 



138) putative SecA-type chloroplast protein transport 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275658 

60967_1.R1011 
uC-zmflmol724 8g07bl 



38430 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275659 

60970_1.R1011 

LIB3060-011-Q1-K1-C12 

BLASTX 

g2764524 

420 

l.Oe-44 

158 
56 

(AJ000520) Rieske iron-sulfur protein Tic55 [Pisum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275660 

60973_1.R1011 

tzu700201371.hl 

BLASTX 

g3184061 

188 

7.0e-14 

111 

41 

{AL023776) atp dependent helicase 
pombe] 



[Schizosaccharomyces 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275661 

60990_1.R1011 

LIB3060-011-Q1-K1-E2 

BLASTX 

g2129855 

301 

3,0e-27 

69 
72 

mitogen-activated protein kinase MMK2 
alfalfa 



(EC 2.7.1.-) - 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275662 

61001_1.R1011 

fdz701160458,hl 

BLASTX 

g2979554 

704 

3.0e-74 

255 
53 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275663 

61003_1.R1011 
qmh700026865.fl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275664 

61007_1.R1011 

pwr700451316.hl 

BLASTX 

g4056568 

240 

4.0e-20 



38431 



Match length 

% identity 

NCBI Descript-ion 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
14 

(U90944) 



PDI-like protein [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



275665 

61012_1.R1011 
xmt700257752.hl 

275666 

61021_1.R1011 
uC-zmflMol7004f08bl 

275667 

61022_1.R1011 

LIB3136-006-Q1-K1-B4 

BLASTX 

g2088647 

306 

l.Oe-27 

104 
58 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

275668 

61022_2.R1011 
nbm700470648.hl 

275669 

61027_1.R1011 

ntr700074650.hl 

BLASTX 

gl652434 

273 

9.0e-33 

101 

71 

(D90905) N-acetylglutamate kinase [Synechocystis sp.] 
275670 

61032_1.R1011 

LIB3060-018-Q1-K1-C1 

BLASTX 

gll72704 

194 

8.0e-15 

86 
45 

PEPTIDE TRANSPORTER PTR2-B (HISTIDINE TRANSPORTING PROTEIN) 
>gi_633940 {L39082} transport protein [Arabidopsis 
thaliana] >gi_4 4067 86_gb_AAD2G0 96_ (AC006532) histidine 
transport protein PTR2-B [Arabidopsis thaliana] 

275671 

61037_1.R1011 
uC-zmflb73046g05bl 



38432 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2408068 

542 

3.06-55 

291 
34 

(299165) 



hypothetical protein [Schizosaccharomyces pombe] 



275672 

61042_1.R1011 

xjt700093121.hl 

BLASTX 

g2736155 

825 

2.0e-88 

206 
76 

(AF022082 
thaliana] 



sulfolipid biosynthesis protein [Arabidopsis 
>gi 3688184 emb C7iJV21212 (AL031804) sulfolipid 



biosynthesis protein SQDl [Arabidopsis thaliana] 
275673 

61046_1.R1011 
LIB3137-005-Q1-K1-H8 

275674 

61060_1.R1011 

uC-zmflb73126gl0bl 

BLASTX 

g2529686 

504 

6.0e-51 

196 
49 

(AC002535) putative G-beta-repeat containing protein, 5' 
partial [Arabidopsis thaliana] 

275675 

61081_1.R1011 

uC-2mflmol7159dQ4bl 

BLASTX 

gl653162 

264 

9.0e-23 
154 
41 

(D90911) 
sp. ] 



{p)ppGpp 3-pyrophosphohydrolase [Synechocystis 



275676 

61082__1.R1011 
xsy700210189.hl 

275677 

61087_1.R1011 
uC-zmflb73014g03bl 



38433 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275678 

61130_1.R1011 

vux700161930.hl 

BLASTX 

g2696221 

262 

8.0e-23 

89 
57 

(D55708) chitinase [Oryza sativa] 
275679 

61145_1.R1011 
LIB3060-013-Q1-K1-E6 

275680 

61162__1.R1011 
uwc700150727.hl 

275681 

61162_2.R1011 
uwc700156169.hl 

275682 

61165_1.R1011 

LIB36-018-Q1-E1-D11 

BLASTN 

g2062705 

37 

3.0e-ll 

37 

100 

Human butyrophilin (BTF5) mRNA, complete cds 



275683 

61165^2. RlOll 
LIB3060-013-Q1-K1-G9 

275684 

61172_3.R1011 
hvj700619569.hl 

275685 

61183_1.R1011 

ymt700219928,hl 

BLASTX 

g3775987 

488 

3.0e-49 

154 
68 

{AJ010457) RNA helicase 
275686 

61190_1.R1011 
LIB36-003-Q1-E1-D7 



[Arabidopsis thaliana] 



38434 



Seq. No. 
Contig ID 
5^ -most EST 



275687 

61203_1.R1011 
LIB3060-014-Q1-K1-D11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275688 

61214_1.R1011 

uC-zmflb73017h03bl 

BLASTX 

g3980416 

343 

3.0e-32 

109 

62 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 

275689 

61214_2.R1011 

uC-zmflmol7020e04bl 

BLASTX 

g3980399 

292 

2.0e-26 

91 

64 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275690 

61216_1.R1011 
uC~zmflmol7342a04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275691 

61222_1.R1011 

LIB3060-014-Q1-K1-E9 

BLASTX 

g3024871 

299 

l.Oe-26 

171 
40 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp. ] 

275692 

61224_1.R1011 

pmx700091572.hl 

BLASTX 

g3808235 

224 

4.0e-18 

165 
33 

(AF058718) putative 13 S Golgi transport complex 90kD 
subunit brain-specific isoform [Homo sapiens] 



38435 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275693 

61244_1.R1011 
LIB3060-014-Q1-K1-H8 

275694 

61251_1.R1011 

LIB3060-015-Q1-K1-A2 

BLASTX 

g3935185 

142 

8 . Oe-09 

70 

44 

(AC004557) F17L21.28 [Arabidopsis thaliana] 
275695 

61256_1.R1011 

hbs701182842.hl 

BLASTX 

gl699023 

515 

3.0e-52 

154 

68 

(U78866) putative arginine-aspartate-rich RNA binding 
protein [Arabidopsis thaliana] >gi_1699051 (U78867) ^ 
putative aspartate-arginine-rich mRNA binding protein 

[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275696 

61262_1.R1011 
uC-zmflMol7084c04bl 



Seq. No. 
Contig ID 
5 '-most EST 



275697 

61270_1.R1011 
rvl700454541.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



275698 

61273_1.R1011 
uC-zmflmol7291d07al 

275699 

61277_1.R1011 

LIB3060-015-Q1-K1-D5 

BLASTX 

g3341679 

391 

6.0e-40 

151 

62 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

275700 

61282_1.R1011 

uC-zmflmol7184c03bl 

BLASTX 



38436 











BLAST score 


618 




E value 


2.0e-64 




Match length 


171 




% identity 


74 




NCBI Description 


(U51330) rust resistance kinase 




Seq. No. 


275701 




Contig ID 


61300 l.RlOll 




5 '-most EST 


nwy700446621.hl 




Method 


BLASTX 




NCBI Cai 


„o c 9 9 Q yi 
g JOZZ y ^ O 




BLAST score 


515 




E value 


l.Oe-80 




Match length 


321 




% identity 






NCBI Description 


(AC004411) putative cytochrome ] 


] ' i! 


Seq. No. 


275702 




Contig ID 


61303 l.RlOll 


fk 


5 '-most EST 


LIB30 60-015-Q1-K1-G9 




Seq. No. 


275703 




Contig ID 


61320 l.RlOll 




5 '-most EST 


uC- zmf ImO 1 7 2 1 4 gO Bbl 




Method 


BLASTX 


i-r'f: 


NCBI GI 


g2959767 




BLAST score 


612 




E value 


o r\ ^ /CO 

z . Ue-oo 




Match length 


163 




% identity 


71 




NCBI Description 


(AJ002584) AtMRP4 [Arabidopsis 






(ACUOoJUyj giutatnione-conj ugar 


y 




[Arabidopsis thaliana] 


□ 


Seq. No. 


275704 




Contig ID 


bioJ54 1 . KlUii 




5 '-most EST 


LIB3060-016-Q1-K1-B10 




Seq. No. 


275705 




Contig ID 


dU4U l.KlUll 




5 '-most EST 


LIB3060-016-Q1-K1-C1 




Seq. No. 


275706 




Contig ID 


61340 o.RKJll 




5 '-most EST 


uer700581472.hl 




Seq. No. 


275707 




Contig ID 


61343 l.RlOll 




5 '-most EST 


LIB3060-016-Q1-K1-B8 




Seq. No. 


275708 




Contig ID 


61349 l.RlOll 




5 '-most EST 


LIB3060-016-Q1-K1-C2 




Method 


BLASTX 




NCBI GI 


g3643598 




BLAST score 


871 



38437 



E value 
Match length 
% identity 
NCBI Description 



5. Oe-94 

190 

83 

(AC0053951 
thaliana] 



putative poly (A) polymerase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275709 

61349_2.R1011 
rvt700552833.hl 

275710 

61353_1.R1011 

LIB3069-036-Q1-K1-H10 

BLASTX 

g3273764 

387 

9.0e-37 

214 
48 

(AF061870; 
annuus] 



Dc3 promoter-binding factor-3 [Helianthus 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



275711 

61354_1.R1011 
uC-zmflb73283g04b2 

275712 

61357_1.R1011 
wyr700235625.hl 

275713 

61366_1.R1011 
fwa700097976.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



275714 

61372_1,R1011 

fwa700099019.hl 

BLASTX 

gl706082 

425 

l.Oe-41 

162 
56 

SERINE CARBOXYPEPTIDASE II-3 PRECURSOR {CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4TI6.I) II-3 - barley >gi_619350_bbs_153536 

CP-MII . 3=serine carboxypeptidase [Hordeum vulgare=barle 

cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II 
[Hordeum vulgar e] 

275715 

61373__1.R1011 

LIB30 60-01 6-Q1-K1-E6 

275716 

61376 l.RlOll 



38438 



5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC- zmf Imo 1 7 3 3 0 dO 6b 1 

BLASTX 

g4512651 

159 

l.Oe-10 

102 

34 

(AC00704 8) putative tyrosine transaminase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275717 

61383__1.R1011 
qmh700029091.fl 



Seq. No. 
Contig ID 
5 '-most EST 



275718 

61383_2.R1011 
LIB3060-016-Q1-K1-F5 



Seq. No. 
Contig ID 
5 '-most EST 



275719 

61385_1.R1011 
LIB3060-016-Q1-K1-F7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275720 

61391_1.R1011 

LIB3060-016-Q1-K1-G12 

BLASTX 

g4572671 

250 

4.0e-21 

112 

46 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275721 

61394_1.R1011 
xsy700211587.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275722 

61399_1.R1011 
wyr700235404.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275723 

61400_1.R1011 
LIB3060-016-Q1-K1-H10 



Seq. No. 
Contig ID 
5 '-most EST 



275724 

61413_1.R1011 
LIB3060-017-Q1-K1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



275725 

61414_1.R1011 
LIB3060-017-Q1-K1-A2 



Seq. No. 

Contig ID 
5 '-most EST 



275726 

61427__1.R1011 
LIB84-003-Q1-E1-G3 



38439 



Seq. No. 


Z to 1 Z 1 


Contig ID 


61433 l.RlOll 


5 '-most EST 


uC-zmflmol7180d07bl 


Seq. No, 


o ""I r* ^7 o o 

275728 


Contig ID 


61434 l.RlOll 


5 '-most EST 


uC-zmflmol7041g06bl 


Seq. No. 


275729 


Contig ID 


61437 l.RlOll 


5 '-most EST 


uC-zmflb73143a04bl 


Seq. No. 


275730 


Contig ID 


61437 2.R1011 


5 '-most EST 


LIB3060-017-Q1-K1-C5 


Method 


BLAb iX 


NCBI GI 


g25G5876 


BLAST score 


232 


E value 


3.0e-19 


Match length 


50 


% identity 


88 


NCBI Description 


(Y12776) MYB-related 


Seq. No, 


275731 


Contig ID 


61445 l.RlOll 


5 '-most EST 


uC-zmflMol7063gl2bl 


Method 


BLASTX 


NCBI GI 


g4263711 


BLAST score 


316 


E value 


8.0e-44 


Match length 


137 


% identity 


64 


NCBI Description 


(AC006223) putative 



Seq, No. 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
275732 

61455_1.R1011 

LIB30 60-017-Q1-K1-E3 



Seq. No. 
Contig ID 
5 '-most EST 



275733 

61463_1.R1011 
LIB3060-017-Q1-K1-F10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275734 

61471_1.R1011 

ntr700077032.hl 

BLASTX 

gl36632 

166 

2,0e-ll 

69 
58 

UBIQUITIN-ACTIVATING ENZYME El 1 >gi_100841_pir ^A38373 

ubiquitin — protein ligase (EC 6.3.2.19) El - wheat 

>gi_285451_pir ^A42873 ubiquitin-activat ing enzyme El, UBAl 

- Wheat >gi_170780 (M55604) ubiquitin-activating enzyme El 



38440 



[Triticum aestivum] 



"Seq. No. 
Contig ID 
5 '-most EST 



275735 

61483_1.R1011 
LIB3060-017-Q1-K1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275736 

61483_3.R1011 

uer700580573.hl 

BLASTX 

g4469020 

693 

3,0e-73 

146 

89 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 


275737 


Contig ID 


61489 l.RlOll 


S * -most EST 


LIB3060-017-Q1-K1-H2 


i its UiiW^ 


BLASTX 




g2462826 


LJ J_llik_) ± O O W -L C- 


395 


111 V d _L LAC- 


3. Oe-38 


Lid LOii xciiyuii 


198 




47 


Krp-DT np<=5p'ri'Dtion 


{AF000657) unknown protein [Arabidopsis thaliana* 


Seq. No. 


97 ^7 ?R 


uonuig lu 


U J. O \J ^ J. * l\ J- KJ J- J. 


5 '-most EST 


LIB3060-018-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g893294 


BLAST score 


151 


E value 


9.0e-10 


Match length 


124 


% identity 


37 


NCBI Description 


(L43362) 4-coumarate:CoA ligase isoform 2 [Oryza 


Seq. No. 


275739 


Contig ID 


61506 l.RlOll 


5 '-most EST 


uC-zmroB73014b02bl 


Seq. No. 


275740 


Contig ID 


61509 l.RlOll 


5 '-most EST 


LIB3068-050-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4038055 


BLAST score 


368 


E value 


6.0e-35 


Match length 


166 


% identity 


44 


NCBI Description 


{AC005897) putative cytochrome P450 [Arabidopsis 


>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007 045) 




cytochrome p450 [Arabidopsis thaliana] 



38441 



® 



Seq. No. 275741 

Contig ID 61512_1 . RlOll 

5'-most EST pmx7000848 93 . hi 

Method BLASTX 

NCBI GI g3417448 

BLAST score 164 

E value 4,0e-ll 

Match length 58 

% identity 52 

NCBI Description (AB010087) UMP kinase [Pseudomonas aeruginosa] 



Seq, No. 
Contig ID 
5 '-most EST 



275742 

61515_1. RlOll 
LIB3060-018-Q1-K1-B6 



Seq. No. 
Contig ID 
5 '-most EST 



275743 

61521_1. RlOll 
LIB3060-018-Q1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 



275744 

61536_1. RlOll 
LIB3060-018-Q1-K1-D8 



Seq. No. 
Contig ID 
5 '-most EST 



275745 

61537_1. RlOll 
uwc700155001.hl 



Seq. No, 
Contig ID 
5 '-most EST 



275746 

61543_1. RlOll 
uC-zmflb73012d09bl 



Seq. No. 

Contig ID 
5 '-most EST 



275747 

61543_2. RlOll 
LIB3066-034-Q1-K1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275748 

61544_1. RlOll 

LIB3060-018-Q1-K1-E6 

BLASTX 

g2982453 

559 

l.Oe-57 

130 
82 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275749 

61554_1. RlOll 

cat700021296.rl 

BLASTX 

gl848225 

154 

4.0e-10 
61 

46 

(U88090) nonspecific lipid transfer protein [Hordeum 



38442 



vuigare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275750 

61568_1.R1011 

LIB3136-032-Q1-K1-D4 

BLASTX 

g4580470 

179 

5,0e-13 

122 

34 

(AC006081) hypothetical protein [Arabidopsis thaliana] 
275751 

61576_2.R1011 

wen700335560.hl 

BLASTX 

g4490702 

381 

2.0e-36 

232 

43 

(AL035680) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275752 

61592_1.R1011 
LIB84-014-Q1-E1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275753 

61594_1.R1011 

xmt700263095.hl 

BLASTX 

g3641837 

456 

2.0e-45 

103 

87 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275754 

61596_1.R1011 

LIB3061-038-Q1-K1-G8 

BLASTX 

g3413719 

255 

l.Oe-21 

85 
62 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643592 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275755 

61620_1.R1011 
LIB3060-019-Q1-K1-E4 



38443 



Seq. No. 


275756 


Contig ID 


61620 2.R1011 


5 '-most EST 


uC-zmflb73126h06al 


Method 


BLASTN 




rxOiA QQ7 Q 
gz?^ i?i7 / ^ 


BLAST score 


124 


E value 


5.0e-63 


Match length 


309 


% identity 


94 


NCBI Description 


Z.mays Glossy2 locus DNA 


Seq. No. 


275757 


Contig ID 


61625 l.RlOll 


5 '-most EST 


rvl700454049.hl 


Method 


BLASTX 




K^C. 0 O Z O ^ J 


BLAST score 


168 


E value 


l.Oe-11 


Match length 


102 


% identity 


39 


NCBI Description 


(AL021710) hypothetical ; 


Seq. No. 


275758 


Contig ID 


61634 l.RlOll 


5 '-most EST 


LIB3060-045-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g283038 


BLAST score 


533 


E value 


2.0e-54 


Match length 


114 


% identity 


89 


NCBI Description 


chlorophyll a/b-binding 



maize 



>gi_22230_emb_CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



275759 

61644_1.R1011 
LIB3060-019-Q1-K1-G6 



Seq. No. 

Contig ID 
5 '-most EST 



275760 

61669_1.R1011 
xjt700095571.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275761 

61672_1.R1011 
dyk700106776.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275762 

61672_2.R1011 
tzu700204523.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275763 

61673_1.R1011 

LIB30 60-02 0-Q1-K1-C9 



Seq. No. 

Contig ID 



275764 

61679 l.RlOll 



38444 



5 '-most EST 



uC-zmflm017092dO4bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275765 

61686__1.R1011 
LIB36-022-Q1-E1-E6 

275766 

61688_1.R1011 

LIB3060-020-Q1-K1-H4 

BLASTX 

gll5771 

490 

l.Oe-49 

96 
94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32 900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

275767 

61708_1.R1011 

uC-zmflmol7238gl2bl 

BLASTX 

g4262234 

381 

l.Oe-36 

153 

53 

(AC006200) unknown protein [Arabidopsis thaliana] 
275768 

61708_2.R1011 

LIB3060-020-Q1-K1-H12 

BLASTX 

g4262234 

359 

2.0e-34 

135 

59 

(AC006200) unknown protein [Arabidopsis thaliana] 
275769 

61721_1.R1011 

LIB3060-046-Q1-K1-F1 

BLASTX 

g2979555 

193 

l.Oe-14 

120 
39 

{AC003680) unknown protein [Arabidopsis thaliana] 
275770 

61724_1.R1011 
ymt700218649.hl 



38445 



Seq. No, 275771 

Contig ID 61731_1 .RlOll 

5 '-most EST uwc700154137 . hi 

Seq. No. 275772 

Contig ID 61756__1 . RlOll 

5'-most EST LIB3060-021-Q1-K1-E7 

Seq. No. 275773 

Contig ID 617 60_1 . RlOll 

5'-most EST mwy70044 1126 . hi 

Method BLASTX 

NCBI GI g4544389 

BLAST score 688 

E value 2,0e-72 

Match length 242 

% identity 57 . . ■ 

NCBI Description (AC007047) putative homeodomain protein [Arabidopsis 
thaliana] 

Seq. No. 275774 

Contig ID 61781_1 . RlOll 

5 '-most EST uC-zmf Imol7297c04bl 

Seq. No. 275775 

Contig ID 61785_1. RlOll 

5 '-most EST f wa700097728 . hi 

Method BLASTX 

NCBI GI g2286121 

BLAST score 280 

E value 5.0e-31 

Match length 102 

% identity 70 

NCBI Description (U88068) secl4 like protein [Oryza sativa] 

Seq. No. 275776 
Contig ID 617 95_1 . RlOll 

5'-most EST ceu700423149 . hi 

Method BLASTX 
NCBI GI g2213590 
BLAST score 190 
E value 2.0e-14 
Match length 94 
% identity 4 3 

NCBI Description (AC000348) T7N9.10 [Arabidopsis thaliana] 

Seq. No. 275777 
Contig ID 61802_1 . RlOll 

5'-most EST yyf 700348 928 . hi 

Method BLASTX 
NCBI GI gl362152 
BLAST score 2 93 

E value 4.0e-26 
Match length 105 

% identity 59 , , ^ 

NCBI Description ribosomal protein S6 kinase homolog (clone Aspkll) - oat 



38446 



# 



>gi_87198 6_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 



Seq, No, 


275778 


Contig ID 


Ol 0 Uo i . KlU 1 1 


5 '-most EST 


LIB3137-021-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2244814 


BLAST score 


o(J4 


E value 


l.Oe-27 


Match length 


125 


% identity 


53 


NCBI Description 


(Z97336) protein kinase [Arafoidopsis thaliana] 


Seq, No, 


275779 


Contig ID 


61805 l.RlOll 


5 '-most EST 


LIB30 60-022-Q1-K1-B2 


Seq. No. 


275780 


Contig ID 


61811 l.RlUli 


5 '-most EST 


LIB3060-022-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4406759 


BLAST score 


371 


E value 


2.0e-35 


Match length 


117 


% identity 


61 


NCBI Description 


(AC006836) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


275781 


Contig ID 


61813 l.RlOll 


5 '-most EST 


uC-zmflmol7118cllbl 


Method 


BLASTX 


NCBI GI 


gl800219 


BLAST score 


501 


E value 


2.0e-54 


Match length 


151 


% identity 


77 


NCBI Description 


(U56731) phytochrome C [Sorghum bicolor] 


Seq. No. 


275782 


Contig ID 


61827 l.RlOll 


5 '-most EST 


LIB3060-022-Q1-K1-D7 


Seq. No. 


275783 


Contig ID 


61834_1.R1011 


5 '-most EST 


LIB30 60-02 2-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3461850 


BLAST score 


263 


E value 


l.Oe-39 


Match length 


155 


% identity 


54 


NCBI Description 


(AC005315) putative ligand-gated ionic channel [Arabidop 




thaliana] 


Seq. No. 


275784 



38447 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61859_1,R1011 

ceu700431943.hl 

BLASTX 

g3258575 

145 

5.0e-09 

40 

68 

(089959) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5^ -most EST 



275785 

61864_1.R1011 
afb700381008.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275786 

61871__1.R1011 
LIB3060-023-Q1-K1-A8 



Seq. No. 

Contig ID 
5 '-most EST 



275787 

61872_1.R1011 
LIB3060-023-Q1-K1-B1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275788 

61873_1.R1011 

LIB3060-023-Q1-K1-B10 

BLASTX 

g478422 

315 

8.0e-29 

168 
40 

S-locus-specif ic receptor kinase 



(EC 2.7.1, 



- rape 



Seq. No. 

Contig ID 
5 '-most EST 



275789 

61876_1.R1011 
uC-zmflmol7 335fl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



275790 

61884_1.R1011 
uC-zmroteosinte034b05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275791 

61885_1.R1011 

LIB3060-023-Q1-K1-C4 

BLASTX 

g3036801 

167 

2.0e-ll 

100 

41 

(AL022373) putative ascorbate peroxidase [Arabidopsis 
thaliana] >gi__38058 63_emb_CAA21483_ (AL031986) putative 
ascorbate peroxidase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275792 

61888_1.R1011 
LIB3060-023-Q1-K1-C7 



38448 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5^ -most EST 



BLASTX 

g2190540 

359 

5.0e-34 

98 
64 

(AC001229) 



Similar to Arabidopsis TFLl (gb_U77 674) 



[Arabidopsis thaliana] 
275793 

61908__1.R1011 
hbs701182236.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275794 

61947_1.R1011 

LIB3060-024-Q1-K1-A7 

BLASTX 

g4512708 

360 

6.0e-34 

107 

62 

(AC006569) putative glutaredoxin [Arabidopsis thaliana] 
275795 

61957_1.R1011 
LIB3060-024-Q1-K1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



275796 

61959_1.R1011 

uC-zmflb73051c03bl 

BLASTX 

g4102839 

463 

l.Oe-45 

237 

42 

(AF016713) LeOPTl [Lycopersicon esculentum] 
275797 

61959_2.R1011 

uC-zmflmol7175a01al 

BLASTX 

g2651310 

238 

6.0e-20 

91 
45 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 

275798 

61961_1.R1011 
LIB83-002-Q1-E1-D8 



Seq. No. 

Contig ID 



275799 

61963 l.RlOll 



38449 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



ZUV700356284 .hi 

BLASTX 

g2739028 

192 

5. Oe-14 

248 

25 

(AF023919) PK-120 precursor [Mus musculus] 
275800 

61963_2.R1011 
LIB3060-024-Q1-K1-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275801 

61965_1.R1011 

LIB3060-024-Q1-K1-D1 

BLASTX 

gl001478 

278 

3.0e-24 

183 

34 

(D63999) hypothetical protein [Synechocystis sp.] 
275802 

61966_1.R1011 

LIB3060-024-Q1-K1-C9 

BLASTX 

gl652807 

181 

4.0e-13 

77 
49 

(D90908) hypothetical protein [Synechocystis sp.] 
275803 

61968_1.R1011 
nwy700443503.hl 

275804 

61969_1.R1011 

LIB3060-024-Q1-K1-D11 

BLASTX 

g3831441 

190 

3. Oe-14 

61 

74 

(AC005819) hypothetical protein [Arabidopsis thaliana] 
275805 

61976^1. RlOll 

LIB3060-024-Q1-K1-E1 

BLASTX 

g2586083 

161 

2.0e-12 



38450 



Match length 

% identity 

NCBI Description 



. Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



127 
32 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 

275806 

61977_1.R1011 

uC-zmroB7 3030dl2bl 

BLASTX 

g4056506 

393 

8.0e-38 

211 
40 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
275807 

61977__2.R1011 

uC-zmrob7 3006cl2bl 

BLASTX 

g2598575 

168 

7.0e-12 

57 

54 

(Y15293) MtN21 [Medicago truncatula] 
275808 

61988_1.R1011 
fC-zmro700449008d4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275809 

61991_1.R1011 

uC-zmflm017209f03bl 

BLASTX 

g4249386 

454 

2.0e-85 

330 
55 

(AC005966) Strong similarity to gb_AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275810 

61991_2.R1011 

LIB3137-0 47-Q1-K1-F1 

BLASTX 

g4249386 

639 

l.Oe-66 

221 
57 

(AC005966) Strong similarity to gb_AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 



38451 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275811 

61997_1.R1011 

LIB3060-024-Q1-K1-F4 

BLASTX 

g2501231 

577 

l.Oe-59 

142 
71 

HYPOTHETICAL 38.1 KD PROTEIN >gi_99505_pir S24 930 

hypothetical protein - pink corydalis 
>gi_18258_emb_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi_4 4 4 333_prf 1906382A 

pCSC71 protein [Corydalis sempervirens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275812 

61998_1.R1011 

LIB3060-024-Q1-K1-F5 

BLASTX 

g4539520 

260 

2.0e-22 

184 

11 

(AL035424) dA22D12.1 (novel protein similar to Drosophila 
Kelch (Ring Canal protein, KEL) and a heterogenous set of 
other types of proteins) [Homo sapiens] 

275813 

62002_1.R1011 

uC-zmflb7 3040c05bl 

BLASTX 

g4335735 

239 

6.0e-20 

110 

45 

[AC006248) hypothetical protein [Arabidopsis thaliana] 
275814 

62006_1.R1011 
hbs701182018.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275815 

62006_2.R1011 
uC-zmflb73287h08bl 

275816 

62008_1.R1011 

tzu700202541.hl 

BLASTX 

g3169171 

887 

2.0e-95 

422 

42 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 



38452 



thaliana] >gi_3445213 {AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275817 

62026_1.R1011 
uC-zmflmol7103f03bl 

275818 

62026_3.R1011 

LIB3060-025-Q1-K1-A6 

BLASTX 

g2505870 

224 

8.0e-29 

108 
60 

(Y12227) hypothetical protein [Arabidopsis thaliana] 
275819 

62036_1.R1011 

uC-zmflb73032el2bl 

BLASTX 

g3877951 

255 

8.0e-22 

131 
36 

(Z81555) predicted using Genefinder [Caenorhabditis 
elegans] 

275820 

62039_1.R1011 
LIB3060-025-Q1-K1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275821 

62043_1.R1011 

uC-zmflmol717 9h04al 

BLASTX 

g2618686 

260 

5.0e-32 

153 
61 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
275822 

62043_2.R1011 

mwy700442358.hl 

BLASTX 

g2618686 

805 

4 .Oe-86 

241 
61 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



275823 



38453 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62051_1.R1011 

hbs701182987.hl 

BLASTX 

g3158376 

169 

6.0e-12 

105 
41 

(AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275824 

62070__1.R1011 
LIB3060-025-Q1-K1-F11 



Seq. No, 

Contig ID 
5 '-most EST 



275825 

62082^1. RlOll 
uC-zmflb73055e08bl 



Seq. No. 

Contig ID 
5 '-most EST 



275826 

62091__1.R1011 
uC-zmrob73066d04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275827 

62093_1.R1011 

wyr700240201.hl 

BLASTX 

g3258575 

184 

2.0e-13 

87 

48 

(□89959) Hypothetical protein [Arabidopsis thaliana] 
275828 

62097_1.R1011 

uC-zmrob7307 6a08bl 

BLASTX 

g4336436 

639 

l.Oe-66 

202 
64 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
275829 

62102__1.R1011 

LIB30 60-02 6-Q1-K1-H7 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



275830 

62103_1.R1011 

LIB3060-026-Q1-K1-A3 

BLASTX 

g3894176 

282 

3.0e-42 

102 
76 



38454 



NCBI Description (AC005312) putative NAM (no apical meristem) protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275831 

62104_1.R1011 

LIB30 60-026-Q1-K1-A4 

BLASTX 

g3355474 

300 

3.0e-27 

115 
57 

(AC004218) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275832 

62107_1.R1011 
LIB3060-026-Q1-K1-A7 



Seq. No. 
Contig ID 
5 '-most EST 



275833 

62117_1.R1011 
LIB3060-026-Q1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 



275834 

62118_1.R1011 
LIB3060-026-Q1-K1-C1 



Seq. No. 
Contig ID 
5 '-most EST 



275835 

62121__1.R1011 
uC-zmflb73237h07b2 



Seq. No. 

Contig ID 
5 '-most EST 



275836 

62125_1.R1011 
yyf700347471.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275837 

62131_1.R1011 
LIB3060-026-Q1-K1-D10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275838 

62132_1,R1011 

LIB3069-005-Q1-K1-C12 

BLASTX 

g2454302 

352 

l.Oe-32 

149 
46 

(AF000152) OS-4 protein [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



275839 

62132_2.R1011 
uC-zmflmol7223h09bl 



Seq. No. 
Contig ID 
5 '-most EST 



275840 

62132_3.R1011 

LIB30 60-026-Q1-K1-D11 



38455 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



275841 

62133_2.R1011 
LIB3060-02 6-Q1-K1-D12 

275842 

62137_1.R1011 
dyk700102343.hl 

275843 

62149_1.R1011 
uC-2mflb73029f02bl 

275844 

62162_1.R1011 
uC-zmf lmol724 6g02bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



275845 

62170_1.R1011 
xsy700209180.hl 

275846 

62175_1.R1011 
uC-zmflb73119b07bl 



Seq. No. 

Contig ID 
5 '-most EST 



275847 

62202_1.R1011 
xmt700263321.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275848 

62206_1.R1011 
LIB3060-027-Q1-K1-C8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



275849 

62212_1.R1011 

LIB3060-027-Q1-K1-D3 

BLASTX 

g2130141 

365 

2.0e-42 

227 

43 

mudrA protein - maize transposon MuDR >gi_540581 {M76978) 
mudrA [Zea mays] >gi_595816 (014597) mudrA gene product 
[Zea mays] 

275850 

62230__1.R1011 

LIB30 60-027 -Ql-Kl-Fll 



Seq. No, 

Contig ID 
5 '-most EST 



275851 

62232_1.R1011 
LIB3062-017-Q1-K1-D12 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



275852 

62234_1.R1011 

LIB30 60-027 -Q1-K1-F4 

BLASTX 



38456 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



g4512613 
253 

2.0e-21 

86 
63 

(AC004793) F28K20.12 [Arabidopsis thaliana] 
275853 

62234_2.R1011 

uer700580694.hl 

BLASTX 

g4512613 

273 

4.0e-24 

72 
72 

{AC004793) F28K20.12 [Arabidopsis thaliana] 
275854 

62237_1.R1011 

LIB3062-013-Q1-K1-B8 

BLASTX 

g3080740 

976 

l,0e-106 

257 

70 

(U77366) pasticcino 1-D [Arabidopsis thaliana] 
275855 

62241_1.R1011 
uC-zmflb73177f04bl 



Seq. No, 
Contig ID 
5 '-most EST 



275856 

62251_1.R1011 
uC-zmflb73194g02b2 



Seq. No. 
Contig ID 
5 '-most EST 



275857 

62259_1.R1011 
LIB3060-028-Q1-K1-A3 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275858 

62270_1.R1011 
uC-zmflmol7263h02bl 

275859 

62275_1.R1011 

LIB3067-007-Q1-K1-G2 

BLASTX 

g4512651 

198 

3.0e-15 

101 

38 

(AC007048) putative tyrosine transaminase [Arabidopsis 
thaliana] 



38457 



Seq. No. 


275860 


Contig ID 


62286 l.RlOll 


5 '-most EST 


LIB3137-039-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


^"^n 1 COOT 

go / /o yo / 


BLAST score 


220 


E value 


7.0e-18 


Match length 


82 


% identity 


62 


NCBI Description 


(AJ010457) RNA helica 


Seq. No, 


275861 


Contig ID 


62306 l.RlOll 


5 '-most EST 


uC-zmflm017212b02bl 


Seq, No, 


275862 


Contig ID 


62313 l.RlOll 


5 '-most EST 


LIB3060-028-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2131505 


BLAST score 


187 


E value 


6.0e-14 


Match length 


118 


% identity 


35 


NCBI Description 


hypothetical protein 



Seq. No. 

Contig ID 
5 '-most EST 



^457w - yeast ( Saccharomyces 
cerevisiae) >gi_927738 (U33050) Tomlp; CAI : 0,16 
[Saccharomyces cerevisiae] 

275863 

62316_1,R1011 
uC-zmflb73225a08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275864 

62318_1.R1011 

nbm700469720.hl 

BLASTX 

g4335731 

338 

l.Oe-31 

173 

44 

(AC006248) putative polyprotein [Arabidopsis thaiiana] 



275865 

62320_1.R1011 

LIB3060-028-Q1-K1-H1 

BLASTX 

gl903364 

297 

l.Oe-26 

152 

44 

(AC000104) EST gb_T45093 comes from this gene, 
thaiiana] 



[Arabidopsis 



Seq. No. 

Contig ID 



275866 

62328 l.RlOll 



38458 



5 '-most EST 



LIB3060-028-Q1-K1-H9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275867 

62343__1.R1011 
wty700167257,hl 

275868 

62366_1.R1011 
LIB3060-029-Q1-K1-D6 

275869 

62370_1.R1011 

LIB3060-029-Q1-K1-E11 

BLASTX 

g2959767 

528 

5.0e-54 

131 

74 

{AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-conjugate transporter AtMRP4 
[Arabidopsis thaliana] 

275870 

62374_1.R1011 
LIB3060-029-Q1-K1-E5 



Seq. No. 

Contig ID 
5 '-most EST 



275871 

62379__2.R1011 
uC-zmflb73292hl0bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



275872 

62384_1.R1011 
LIB3060-029-Q1-K1-F4 

275873 

62388_1.R1011 

uC-zmflmol7033d09b2 

BLASTX 

g3461835 

1064 

l.Oe-116 

258 

76 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi__3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 

275874 

62397_1.R1011 

LIB3067-047-Q1-K1-C11 

BLASTX 

gl076660 

353 

6.0e-33 

147 
54 



38459 



ISfCBI Description 



D13F(MyBSTl) protein - potato >gi_786426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{ DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



275875 

62404^1. RlOll 

LIB3060-029-Q1-K1-H4 

BLASTX 

g3540201 

160 

l.Oe-10 

63 
52 

(AC004260) Putative nuclear protein [Arabidopsis thaliana] 
275876 

62412_1.R1011 

uC- zmf Imo 1 7 0 2 3d0 9b 1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275877 

62434_1.R1011 

afb700381432.hl 

BLASTX 

gl652057 

171 

5.0e-12 

122 
34 

(D90902) hypothetical protein [Synechocystis sp.] 
275878 

62439_1.R1011 

uC-zmflmol7159f01bl 

BLASTN 

g2801535 

136 

2.0e-70 

303 
87 

Oryza sativa lysophospholipase homolog (LPLl) mRNA, 
complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275879 

62439_2.R1011 

uC-zmroteosinte028e03bl 

BLASTX 

g2801536 

733 

l.Oe-77 

152 
90 

(AF039531) lysophospholipase homolog [Oryza sativa] 
275880 

62453_1.R1011 
pmx700089203.hl 



38460 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2244996 

311 

2.0e-28 

173 
38 

(Z97341) 



similarity to a membrane-associated salt-inducible 



protein [Arabidopsis thaliana] 
275881 

62463_1.R1011 

uC-zmflb73069c01bl 

BLASTX 

g738309 

223 

5.0e-18 

171 

34 

nucler protein GRBl [Homo sapiens] 
275882 

62464_1.R1011 
LIB3060-037-Q1-K1-F7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275883 

62472^1. RlOll 

uwc700150959.hl 

BLASTN 

g4589409 

37 

6.0e-ll 

77 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F17P19^ complete sequence 

275884 

62482_1.R1011 

LIB3060-032-Q1-K1-A2 

BLASTX 

g3249064 

1184 

l.Oe-130 

332 
64 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome ^ 
contig gb_Z97344. [Arabidopsis thaliana] 

275885 

62492_1.R1011 

LIB3060-032-Q1-K1-B4 

BLASTX 

g4249411 

229 

5.0e-21 

115 



38461 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(AC006072) unknown protein [Arabidopsis thaliana] 
275886 

62509_1.R1011 
LIB3060-032-Q1-K1-D8 

275887 

62520_1.R1011 

uC-zmroteosinte022a01bl 

BLASTX 

g4263507 

754 

4.0e-80 

215 

66 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
275888 

62527_1.R1011 

LIB30 60-032-Q1-K1-H1 

275889 

62536_1.R1011 

LIB30 67-017 -Ql-Kl-Hl 

BLASTX 

g3169012 

814 

3.0e-87 

207 

74 

(AJ002610) putative calmodulin binding transporter protein 
[Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275890 

62553_1.R1011 

uC-zmflm017016c06bl 

BLASTX 

gl076793 

496 

3.0e-50 

115 
51 

calmodulin cam2 - maize 
calmodulin [Zea mays] 



>gi_7 47 917_emb CAA54583 {X77397; 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275891 

62553_2.R1011 

uC-zmflb73008h02bl 

BLASTX 

gl754999 

469 

4.0e-47 

113 
81 

(U48691) calmodulin TaCaM2-2 [Triticum aestivum] 
>gi_17550Ql (U48692) calmodulin TaCaM2-3 [Triticum 



38462 



aestivum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275892 

62563_1.R1011 

LIB3060-034-Q1-K1-E3 

BLASTX 

gll4551 

435 

6.0e-73 

161 
89 

ATP SYNTHASE BETA CHAIN >gi_67833_pir PWZMB 

H+-transporting ATP synthase (EC 3.6.1.34) beta chain - 
maize chloroplast >gi_552732 (J01421) coupling factor 
beta-subunit [Zea mays] >gi_902229_emb_CAA60293__ (X86563) 
ATPase beta subunit [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



275893 

62570_1.R1011 
uC-zmflb73270cllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275894 

62570__2.R1011 

yyf700347536.hl 

BLASTX 

g3041758 

171 

5.0e-12 

136 

29 

(D85081) unnamed protein product [Escherichia coli] 



Seq. No, 

Contig ID 
5 '-most EST 



275895 

62570_3.R1011 
LIB3137-033-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275896 

62599_1.R1011 

LIB3060-035-Q1-K1-B11 

BLASTX 

g2213884 

477 

5.0e-48 

136 

68 

(AF004166) 
pennellii] 



2-isopropylmalate synthase [Lycopersicon 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
■-■■BLAST score 
E value 
Match length 
% identity 



275897 

62613_1.R1011 

xsy700212537.hl 

BLASTX 

gll70659 

190 

3.0e-14 

77 
49 



38463 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



KINESIN-LIKE PROTEIN KIF4 >gi_10834 17_pir ^A54803 

microtubule-associated motor KIF4 - mouse 
>gi__563773_dbj_BAA02167_ {D12646) KIF4 [Mus musculus] 

275898 

62622_1.R1011 
uwc700156383.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275899 

62628_1.R1011 

fC-zmse700618106al 

BLASTX 

g3128225 

919 

3.0e-99 

264 

71 

(AC004077) unknown protein [Arabidopsis thaliana] 
275900 

62633_1.R1011 
LIB3060-035-Q1-K1-E4 



Seq. No. 

Contig ID 
5 '-most EST 



275901 

62643_1.R1011 
LIB3060-035-Q1-K1-F5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275902 

62650__1.R1011 

uC-zmflmol7129c05al 

BLASTX 

g4008372 

270 

3,0e-23 

188 
34 

(Z27079) cDNA EST CEMSF67FB comes from this gene; cDNA EST 
CEMSF67R comes from this gene; cDNA EST ykl95el0.3 comes 
from this gene; cDNA EST ykl95el0.5 comes from this gene; 
cDNA EST yk397a5.3 comes from this gene; cDNA EST yk3 

275903 

62650_2.R1011 
LIB3060-035-Q1-K1-G3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275904 

62658_1.R1011 
vqh700053179.rl 

275905 

62661_1.R1011 

LIB3061-039-Q1-K1-D8 

BLASTX 

g4586118 

538 

7.0e-55 
181 



38464 



% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AL04 9638) putative protein [Arabidopsis thaliana] 
275906 

62664_1.R1011 

LIB3060-036-Q1-K1-A9 

BLASTX 

g2651310 

271 

7.0e-24 

135 

41 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



275907 

62676_1.R1011 
LIB3060-036-Q1-K1-B3 



Seq. No. 
Contig ID 
5 '-most EST 



275908 

62677_1.R1011 
uC-zmflb73009cl2a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



275909 

62682__1.R1011 

LIB30 60-03 6-Ql-Kl-Cl 

BLASTX 

g4063750 

149 

3.0e-09 

138 

34 

(AC005851) putative indole-3-acetate 

beta-glucosyltransf erase synthetase [Arabidopsis thaliana] 
275910 

62684_1.R1011 

LIB3062-007-Q1-K1-E10 

BLASTX 

g2864618 

702 

7.Qe-74 

248 
57 

(AL021811) putative protein [Arabidopsis thaliana] 
275911 

62685_1.R1011 
LIB36-018-Q1-E1-D1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



275912 

62699_1.R1011 

nbm700467903.hl 

BLASTX 

g2262105 

1244 

l.Oe-137 



38465 



® 



Match length 

%■ identity 

NCBI Description 



408 
54 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275913 

62701_1.R1011 

ceu700426301.hl 

BLASTX 

gl363488 

337 

3.0e-31 

101 

60 

IAA8 protein - Arabidopsis thaliana >gi__972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4 314 364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



275914 

62701_2.R1011 

uC- zmr ob 7 3 0 3 6d0 lb 1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



275915 

62712_1,R1011 

LIB84-028-Q1-E1-H3 

BLASTX 

g4512678 

281 

5.0e-25 

80 

65 

(AC006931) unknown protein [Arabidopsis thaliana] 
275916 

62721__2.R1011 

LIB3136-02 6-Q1-K1-C10 

BLASTX 

g3688598 

210 

l.Oe-16 

88 
51 

(AB009029) Cycloartenol Synthase [Panax ginseng] 
275917 

62723_1.R1011 
LIB3062-002-Q1-K2-A1 

275918 

62724_1.R1011 
LIB3060-036-Q1-K1-G6 



Seq. No. 

Contig ID 
5 '-most EST 



275919 

62746_1.R1011 
uC-zmrob73004b07bl 



Seq. No. 



275920 



38466 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62753_1.R1011 

uC-2mflb73052f03bl 

BLASTX 

g3873551 

193 

3,0e-14 

204 
26 

(AL033534) putative vacuolar protein sorting protein 
subunit [Schizosaccharomyces pombe] 



Seq, No. 

Contig ID 
5 '-most EST 



275921 

62753_2.R1011 
LIB3068-031-Q1-K1-A9 



Seq, No. 

Contig ID 
5 '-most EST 



275922 

62759__1.R1011 
dyk700105083.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275923 

62766_1.R1011 

LIB3069-050-Q1-K1-E2 

BLASTX 

g4467145 

154 

5.0e-10 

66 

44 

{AL035540) 
thaliana] 



farnesylated protein {ATFP6) [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



275924 

62766_2.R1011 
uC-zmroB73014f01bl 



Seq. No. 
Contig ID 
5* -most EST 



275925 

62786_1.R1011 

LIB30 60-038-Q1-K1-A2 



Seq. No. 
Contig ID 
5 '-most EST 



275926 

62787^1. RlOll 
nbm700474511.hl 



Seq. No. 

Contig ID 
5 '-most EST 



275927 

62802_1.R1011 
nbm700468547.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275928 

62806_1.R1011 
uC-zmflmol7164g04bl 



Seq. No. 
Contig ID 
5 '-most EST 



275929 

62806_2.R1011 
uC-zmflMol7014fl0bl 



Seq. No. 
Contig ID 



275930 

62806 3.R1011 



38467 



5 '-most EST 


hvj700619225.hl 


Seq. No. 


275931 


Contia TD 




5 '-most EST 


wyr 7 002 4 3 970. hi 


Seq. No. 


275932 


Contig ID 


62809 l.RlOll 


5 '-most EST 


LIB3060-038-Q1-K1-D6 


Seq. No. 


275933 


Contig ID 


62813 l.RlOll 


5 '-most EST 


mwy700440513.hl 


Method 


BLASTX 


NCBI GI 


a4455296 


BLAST score 


298 


E value 


l.Oe-45 


Match length 


174 


% identity 


63 


NCBI Description 


(AL035528) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


275934 


Contig ID 


62841 l.RlOll 


5 ' -most EST 


LIB3060-038-Q1-K1-H4 


Method 


BLASTX 




al R71 1 fi7 


BLAST score 


175 


E value 


8.0e-13 


Match length 


53 


% identity 


64 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


275935 


Contig ID 


62844 l.RlOll 


5 '-most EST 


LIB3060-039-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl346883 


BLAST score 


459 


E value 


7 . Oe-46 


Match length 


110 


% identity 


84 


NCBI Description 


PHYTOENE SYNTHASE PRECURSOR >gi 2130144 pir S68307 




phytoene synthase - maize >gi_1098665 {U32636) phytoen 




synthase [Zea mays] 


Seq. No. 


275936 


Contig ID 


62844 2.R1011 


5 '-most EST 


ymt700221554 .h2 


Method 


BLASTX 


NCBI GI 


gl346883 


BLAST score 


592 


E value 


l.Oe-61 


Match length 


116 


% identity 


100 



NCBI Description PHYTOENE SYNTHASE PRECURSOR >gi_2 130 14 4_pir S68307 

phytoene synthase - maize >gi_1098665 (U32636) phytoene 
synthase [Zea mays] 



38468 





^f=irr Kin 


97 R Q ^7 

^ ( O Z> O 1 




Contig ID 


62852 l.RlOll 




5 '-most EST 


LIB36-019-Q1-E1-E3 




O Lj^ • LN t 






Contig ID 


62879 l.RlOll 




5 '-most EST 


LIB3060-039-Q1-K1-F11 




Seq. No. 


275939 




Contig ID 


62890 l.RlOll 




5 '-most EST 


pmx700082979.hl 




Seq. No. 


275940 




Contig ID 


62920 l.RlOll 




5 '-most EST 


LIB3060-041-Q1-K1-D11 






PLASTY 




NCBI GI 


g4249402 




BLAST score 


661 


. i 


E value 


2.0e-69 


,!!!." 


Match length 


180 




% identity 


69 


yy 


NCBI Description 


(AC006072) unknown pre 


fi 


Seq. No. 


275941 




Contig ID 


62931 l.RlOll 




5 '-most EST 


LIB3060-041-Q1-K1-A3 




Method 


BLASTX 




NCBI GI 


g3152568 




BLAST score 


480 




E value 


4.0e-48 




Match length 


202 




% identity 


49 




NCBI Description 


(AC002986) Similar to 



gb_Z97337 from A. thaliana. 
gene. [Arabidopsis thaliana] 



EST gb_H7 6597 comes from this 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



275942 

62943_1.R1011 

LIB30 69-025-Q1-K1-F8 

BLASTX 

g3522941 

306 

2.0e-32 

148 

60 

(AC004411) putative peptide chain release factor 
[Arabidopsis thaliana] 

275943 

62945_1.R1011 

LIB30 60-04 1-Q1-K1-C2 

BLASTX 

gl724114 

831 

4.0e-89 
301 



38469 



% identity 


56 


NCBI Description 


(U80041) AflO-protein [Avena fat 


Seq. No. 


275944 


Contig ID 


62945 2.R1011 


5 '-most EST 


uC- zmf lb7 3 02 6dl2bl 


Method 


BLASTX 






BLAST score 


289 


E value 


l.Oe-44 


Match length 


154 






NCBI Description 


(U80041) AflO-protein [Avena fat 


Seq. No. 


275945 


Contig ID 


62957 2.R1011 


5 '-most EST 


hbs701182458.hl 


Seq. No. 


275946 


Contig ID 


62963 l.RlOll 


5 '-most EST 


LIB3060-041-Q1-K1-E11 


Method 


BLASTX 


iN ^ O X O ± 




BLAST score 


150 


E value 


9.0e-10 


Match length 


61 


% identity 


48 


NCBI Description 


(AF023472) peptide transporter [ 


Seq. No. 


275947 


Contig ID 


62976 l.RlOll 


5 '-most EST 


cat700018290.rl 


Method 


BLASTX 




gzz 4 ou 


BLAST score 


176 


E value 


l.Oe-14 


Match length 


223 


% identity 


38 


NCBI Description 


(Z97343) unnamed protein product 


Seq, No. 


275948 


Contig ID 


62977 l.RlOll 


5 '-most EST 


cyk700048413.fl 


Method 


BLASTX 


NCBI GI 


g4539383 


jdlaoI score 




E value 


2.0e-76 


Match length 


207 


% identity 


69 


NCBI Description 


(AL03552 6) putative protein (frac 




thaliana] 


Seq. No. 


275949 


Contig ID 


62987 l.RlOll 


5 '-most EST 


LIB3060-041-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4115938 



38470 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



432 

2.0e-42 

110 
81 

(AF118223) contains similarity several bacterial 
glutathione-regulated potassium efflux system proteins 
[Arabidopsis thaliana] 

275950 

62988_1.R1011 

LIB3060-041-Q1-K1-H11 

BLASTX 

g4164576 

414 

l.Oe-41 

126 
66 

(AF098 94 6) CTF2A [Arabidopsis thaliana] 
275951 

62989_1.R1011 

LIB3060-041-Q1-K1-H12 

BLASTX 

g3033397 

156 

2.0e-10 

122 
33 

(AC004238) unknown protein [Arabidopsis thaliana] 
275952 

62991_1.R1011 
LIB3060-041-Q1-K1-H3 

275953 

62993_1.R1011 
uC-2mflmol72 42g0 4bl 

275954 

63004^1. RICH 
hvj700624062.hl 

275955 

63011_1,R1011 
LIB3067-026-Q1-K1-A3 

275956 

63015_1.R1011 

LIB3060-045-Q1-K1-F8 

BLASTX 

g4106538 

379 

2.0e-36 

108 
67 

{AF104220) gamma-tocopherol methyltransf erase [Arabidopsis 
thaliana] 



38471 



Seq. No. 


275957 


Contig ID 


63016 l.RlOll 


5 '-most EST 


gct701178402.hl 


LYie t floa 


DT a QTY 


NCBI GI 


g3435096 


BLAST score 


254 


E value 


2.0e-21 


Match length 


101 


% identity 


52 


NCBI Description 


(AF033587) SRZ-80 [Arabidopsis 


Seq. No. 


275958 


Contig ID 


63016 2.R1011 


5 '-most EST 


xmt700268122.hl 


Method 


BLASTX 


NCBI GI 


g3281869 


dj_i/io i score 


Z til 


E value 


3.0e-22 


Match length 


101 


% identity 


54 


NCBI Description 


(ALUoiUU4j Kbzpzz splicmg lact 




>gi_3435094 (AF033586) 9G8-like 




thaliana] 


Seq. No. * 


275959 


Contig ID 


63024 l.RlOll 


5 '-most EST 


LIB3060-042-Q1-K1-D10 


Seq. No. 


275960 


Contig ID 


63033 l.RlOll 


5 '-most EST 


LIB3060-042-Q1-K1-E1 




dJ_lA.o i a 


NCBI GI 


g3201680 


BLAST score 


290 


E value 


3.0e-26 


Match length 


ilo 


% identity 


52 


NCBI Description 


(AF060941) extra-large G-protei 


Seq. No. 


275961 


Contig ID 


63053 l.RlOll 


5 '-most EST 


uC-zmflmol7153g04bl 


Seq. No. 


275962 


Contig ID 


63071 l.RlOll 


5 '-most EST 


LIB36-002-Q1-E1-B9 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
gll957 
177 

5.0e-95 

185 
49 

Rice complete chloroplast genome 



Seq. No. 

Contig ID 



275963 

63128 l.RlOll 



38472 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



yne700378737.hl 
275964 

63129_1.R1011 
dyk700104686.hl 

275965 

63141_1.R1011 
LIB3060-04 3-Q1-K1-H10 

275966 

63143_1.R1011 

rvt700550495.hl 

BLASTX 

g4574137 

546 

6.0e-56 

147 
71 

{AF073696) cysteine synthase [Oryza sativa] 
275967 

63156_1.R1011 
xjt700095377.hl 

275968 

63157_1.R1011 

LIB30 60-04 4-Ql-Kl -AS 

BLASTX 

g4376203 

559 

l.Oe-107 

418 
48 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbaginif olia] 

275969 

63157_2.R1011 

uC-zmflb73233bllbl 

BLASTX 

g4376203 

405 

3.0e-39 

245 

40 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbagini folia] 

275970 

63159_1.R1011 

uC-zmroteosinte022g05bl 

BLASTX 

g3522948 

1103 

l.Oe-121 

374 



38473 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

{AC004411) 



hypothetical protein [Arabidopsis thaliana] 



275971 

63190_1.R1011 

LIB30 60-04 4-Ql-Kl-Ell 

275972 

63218_1.R1011 

LIB3060-044-Q1-K1-H10 

BLASTN 

gl061307 

370 

O.Oe+00 

393 

99 

Z.mays Dof3 mRNA 



275973 

63222_1.R1011 

wyr700237389.hl 

BLASTX 

g4587517 

255 

2.0e-21 

186 

34 

(AC007060) T5I8, 



6 [Arabidopsis thaliana] 



275974 

63227_1.R1011 

uwc700154576.hl 

BLASTX 

g3024871 

482 

7.0e-90 

290 
56 

HYPOTHETICAL 77. 
>gi__1001579_dbj_ 
sp. ] 



3 KD PROTEIN SLL0005 

_BAA10206__ {D64000) ABCl-like [Synechocystis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275975 

63228_1.R1011 

LIB3060-045-Q1-K1-A11 

BLASTX 

g2739373 

154 

4.0e-10 

113 

40 

(AC002505) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

275976 

63229_1.R1011 
LIB3060-045-Q1-K1-A12 



38474 



Seq. No. 
Contig ID 
5 '-most EST 



275977' 

63258_1.R1011 
LIB3060-045-Q1-K1-D10 



Seq. No. 
Contig ID 
5 '-most EST 



275978 

63262__1.R1011 

LIB30 60-045-Q1-K1-D3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



275979 

63263__1.R1011 
yyf700350428.hl 

275980 

63264_1.R1011 

LIB83-001-Q1-E1-B3 

BLASTX 

g298750 

730 

4.0e-77 

135 

99 

photosystem I reaction center protein psaA product [Sorghum 
bicolor, Qiuj i No. 5, Peptide Chloroplast, 750 aa] 

275981 

63265_1.R1011 
uC-zmflB73046d03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275982 

63265_2.R1011 

ntr700074927.hl 

BLASTX 

g3668091 

680 

3.0e-71 

237 
26 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
275983 

63284_1.R1011 
uer700583922.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5-' -most EST 



275984 

63284_2,R1011 

LIB30 60-04 8-Q1-K1-E12 

275985 

63299_1,R1011 
nbm700471664.hl 



Seq. No. 
Contig ID 
5 '-most EST 



275986 

63315__1.R1011 
uC-2mflb7 3019b04bl 



Seq. No. 



275987 



38475 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63316_1.R1011 

xint700263636.hl 

BLASTX 

gl208886 

147 

3.0e-12 

121 

37 

(U50135) coded for by C. elegans cDNA yk46fl,3; coded for 
by C, elegans cDNA yk4 6fl.5; weakly similar to S. 
cerevisiae vanadate resistance protein G0G5/VRG4 
(GB:L33915) [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275988 

63316_2.R1011 

LIB3060-04 6-Q1-K1-A8 

BLASTX 

gl665787 

173 

4,0e-12 

144 

32 

(D87449) Similar to a C. elegans protein encoded in cosmid 
C52E12 {U50135) [Homo sapiens] 



Seq. No. 


275989 


Contig ID 


63318 l.RlOll 


5 '-most EST 


LIB3060-04 6-Q1-K1-B1 


Seq. No. 


275990 


Contig ID 


63335 l.RlOll 


5 '-most EST 


uC-zmroteosinte097h02bl 


Method 


BLASTN 


NCBI GI 


g902585 


BLAST score 


40 


E value 


8.0e-13 


Match length 


44 


% identity 


98 


NCBI Description 


Zea mays clone MubG9 ubiquitii 


Seq. No. 


275991 


Contig ID 


63335 2. RICH 


5 '-most EST 


uC-zmflb73184h02bl 


Method 


BLASTN 


NCBI GI 


g998429 


BLAST score 


37 


E value 


5.0e-ll 


Match length 


73 


% identity 


88 


NCBI Description 


GRFl^general regulatory facto: 




5348 nt] 


Seq. No. 


275992 


Contig ID 


63339 l.RlOll 


5 '-most EST 


uC-zmflb73272a05bl 


Seq. No. 


275993 



38476 



(i 



Contig ID 
5* -most EST 



63339_2.R1011 
uC-zmflb73298b03bl 



Seq. No. 

Contig ID 
5^ -most EST 



275994 

63341_1.R1011 
uC-zmflmol7267a01bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



275995 

63341_2.R1011 
uC-zmflmol734 4a07al 

275996 

63341_3.R1011 
gct701167118.hl 

275997 

63344_1.R1011 

xsy700217031.hl 

BLASTX 

g2980765 

504 

5.0e-51 

160 

59 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
275998 

63353_1.R1011 
LIB3060-04 6-Q1-K1-E4 



Seq. No. 
Contig ID 
5 '-most EST 



275999 

63354__1.R1011 
uC-zmrob7 3004hl2bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



276000 

63355^1. RlOll 
uC-zmflmol7287gllbl 

276001 

63355_2.R1011 
LIB3060-046-Q1-K1-E7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



276002 

63366_1.R1011 

uC-zmflmol7242el0bl 

BLASTX 

g3355308 

475 

2.0e-47 

180 

52 

(AJ009695) wall-associated 
276003 

63367_1.R1011 

LIB30 66-03 1-Q1-K1-H3 



kinase 4 [Arabidopsis thaliana] 



38477 



Seq. No. 

Contig ID 
5 '-most EST 



276004 

63368_1.R1011 

LIB30 60-04 6-Ql-Kl-Gll 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



276005 

63369_1.R1011 

LIB3060-046-Q1-K1-G12 

BLASTX 

g2047324 

534 

l.Oe-54 

130 
73 

(U80192) HAL3 homolog [Arabidopsis thaliana] 
276006 

63375_1.R1011 

uC-zmflb73125hl0b2 

BLASTX 

g2105137 

1156 

l.Oe-127 

258 
86 

(U6687 6) ADP-glucose pyrophosphorylase large subunit 
[Hordeum vulgare] 

276007 

63377_1.R1011 
uC-zmflb73151fllbl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



276008 

63380_1.R1011 
LIB83-008-Q1-E1-G4 

276009 

63383_1.R1011 
uwc700150510.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



276010 

63401_1,R1011 

uC-zmflMol7065gllbl 

BLASTX 

g3885340 

528 

l.Oe-53 

235 
63 

(AC005623) unknown protein [Arabidopsis thaliana] 
276011 

63401_2.R1011 

LIB30 60-0 4 7~Q1-K1-B4 

BLASTX 

g3885340 

394 

3,0e-38 



38478 



® 



Match length 

% identity 

NCBI Description 



143 
59 

(AC005623) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276012 

63407__1.R1011 

LIB3060-047-Q1-K1-C10 

BLASTX 

g4589389 

358 

3,0e-39 

165 
51 

(AB025433) beta-galactosidase [Psychromonas sp. 
276013 

63409_1.R1011 
ceu700430576.hl 



4-22] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276014 

63410_1.R1011 

LIB3060-047-Q1-K1-C2 

BLASTX 

g3413425 

443 

9.0e-44 

175 
53 

(AJ006309) 
thaliana] 



protein tyrosine phosphatase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



276015 

63415_1.R1011 

ypc700805296.hl 

BLASTX 

gl730576 

297 

7.0e-27 

122 
50 

PROLINE IMINOPEPTIDASE (PROLYL AMINOPEPTIDASE ) 

>gi_1084134_pir JC4184 prolyl aminopeptidase (EC 3.4.11.5) 

- Aeromonas sobria >gi_1236731_dbj_BAA06380__ (D30714) 
prolyl aminopeptidase [Aeromonas sobria] 

276016 

63421_1.R1011 
LIB36-021-Q1-E1-B4 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



276017 

63425_1.R1011 

xmt700260657.hl 

BLASTX 

g3540196 

408 

7 .Oe-40 

125 



38479 



® 



% identity 

NCBI Description 



66 

(AC004260) Putative amp-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



276018 

63433_1.R1011 
fd2701159587.hl 



Seq. No. 

Contig ID 
5 '-most EST 



276019 

63437_1.R1011 
fwa700099501.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276020 

63440__1.R1011 

tfd700572448.hl 

BLASTX 

g2462749 

623 

5.0e-81 

219 
73 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

276021 

63446_1.R1011 

LIB3060-047-Q1-K1-G10 

BLASTX 

g2827528 

186 

6.0e-14 

63 

52 

{AL021633) predicted protein [Arabidopsis thaliana] 
276022 

63447_1,R1011 

LIB3060-047-Q1-K1-G11 

BLASTX 

g2501493 

211 

9.0e-17 

66 
58 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 4 (UDP-GLUCOSE FLAVONOID 
3-0-GLUCOSYLTRANSFERASE 4) >gi_4 58547_emb_CAA54 610_ 
(X774 60) UTP-glucose glucosyltransf erase [Manihot 
esculenta] 



Seq. No. 

Contig ID 
5 '-most EST 



276023 

63447_2.R1011 
fwa700101608.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



276024 

63460_1.R1011 

LIB3060-047-Q1-K1-H5 

BLASTX 



38480 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245109 
261 

l.Oe-22 

104 

51 

{Z97343) carboxyl-terminal proteinase homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276025 

63471_1.R1011 
uC-zmflmol7259el0bl 



Seq. No. 
Contig ID 
5 '-most EST 



276026 

63485_1.R1011 
LIB3060-048-Q1-K1-C11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276027 

63507_1.R1011 

uC-zmflb73222bl2bl 

BLASTX 

g4335745 

378 

4.0e-36 

148 
48 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276028 

63507_4.R1011 

uC-zmflmol7022b08bl 

BLASTX 

g4335745 

193 

l.Oe-14 

98 
41 

(AC00628 4) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276029 

63514_1.R1011 

uC-zmroteosinte053a06b2 

BLASTX 

g2576363 

645 

l.Oe-73 

304 
50 

(U39783) amino acid transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276030 

63531_1.R1011 

LIB30 60-0 4 8-Q1-K1-G7 



38481 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276031 

63548_1.R1011 

uC-zmroteosinte068c02bl 

BLASTX 

g3882321 

225 

4.0e-18 

102 
46 

(AB018343) KIAA0800 protein [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



276032 

63564_1.R1011 
uC-zmflmol7265h01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276033 

63568_1.R1011 

uC-zmflmol7320e02bl 

BLASTX 

gl841966 

186 

2.0e-13 

166 
17 

(U65916) ankyrin [Rattus norvegicus] 



Seq. No. 

Contig ID 
5 '-most EST 



276034 

63571_1.R1011 

LIB30 60-04 9-Ql-Kl-DlO 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276035 

63588_1.R1011 

uC-zmf lmol7 04 8d0 6bl 

BLASTX 

g4584527 

165 

3.0e-ll 

55 

55 

(AL04 9607) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276036 

63597_1.R1011 

LIB30 60-04 9-Ql-Kl-GlO 

BLASTX 

g4406814 

375 

l.Oe-35 

114 
64 

(AC006201) 
thaliana] 



putative peptidyl -prolyl isomerase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



276037 

63600_1.R1011 
LIB3060-04 9-Q1-K1-G2 



38482 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3603230 

218 

l.Oe-17 

93 
46 

(AF026850) 
sapiens] 



cytochrome oxidase assembly factor [Homo 



276038 

63601_1.R1011 
uer700579651.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score , 
"fc value 
Match length 
% identity 



276039 

63620_1.R1011 
LIB84-008-Q1-E1-E9 

276040 

63663__1.R1011 

xjt700095935.hl 

BLASTX 

gll43445 

227 

l.Oe-18 

120 
43 

(X88797) cinnamyl alcohol dehydrogenase [Eucalyptus gunnii] 
276041 

63666_1.R1011 
LIB3060-051-Q1-K1-A4 

276042 

63670_1.R1011 

uC-zmflb73100bllbl 

BLASTX 

g4539008 

348 

l.Oe-32 

177 
46 

(AL049481) lipase-like protein [Arabidopsis thaliana] 
276043 

63680_1.R1011 
LIB3060-051-Q1-K1-C11 

276044 

63682__1.R1011 

LIB3060-051-Q1-K1-C2 

BLASTX 

g2832661 

247 

2.0e-31 
131 
62 



NCBI Description (AL021710) pherophorin - like protein [Arabidopsis 



38483 



thaliana] 



Seq. No. 


276045 


Contig ID 


63683_1.R1011 




T TR'^Of^n-fl^l -01 — K'l — P'^ 
LiLDOUKjU \JZ}± ^-L IaX 


Method 


BLASTX 


NCBI GI 


gl653089 


BLAST score 


233 


E value 


4.0e-19 


Match length 


67 


% identity 


63 


NCBI Description 


(D90911) hypothetical protein [Synechocystis 


Seq. No. 


276046 


Contig ID 


63686 l.RlOll 


5 '-most EST 


LIB3060-051-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


go jyo4^i 4 


BLAST score 


186 


E value 


9.0e-14 


Match length 


128 


% identity 


31 


NCBI Description 


(AC004683) hypothetical protein [Arabidopsis 




>gi_3786024 (AC005499) hypothetical protein 




thaliana] 


Seq. No. 


276047 


Contig ID 


63695__1.R1011 


5 -most EST 


LIBJubU-Ubl-Ql-Kl-Uo 


Method 


BLASTX 


NCBI GI 


g3702337 


BLAST score 


355 


E value 


2.0e-34 


Match length 


188 


% identity 


49 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thai 


Seq. No. 


276048 


Contig ID 


63717_1.R1011 


0 -most Jijb i 


uL,— zmrxmol /zUoD-Liai 


Method 


BLASTX 


NCBI GI 


g4490308 


BLAST score 


779 


E value 


1 . ue- lUo 


Match length 


303 


% identity 


67 


NCBI Description 


(AL035678) putative protein [Arabidopsis tha 


Seq. No. 


276049 


Contig ID 


63717 3.R1011 


5 '-most EST 


xmt700257696.hl 


Seq. No. 


276050 


Contig ID 


63717 7.R1011 


5 '-most EST 


tfd700569636.hl 


Method 


BLASTN 


NCBI GI 


g902585 



38484 





BLAST score 


38 




E value 


8.0e-12 




Match length 


66 




^ T /*3 r>i 1 4" T T 

-6 xu.ent.iL.y 


o 




NCBI Description 


Zea mays clone MubG9 ubiquitin gene, complete cds 




Seq, No. 


276051 




k^oiiLig ijj 


/Ton on 1 Dinii 




5 '-most EST 


wty700167019.hl 




Seq. No. 


276052 






^^'^7 1 T3iri11 
OJ/^O l.KlUli 




5 '-most EST 


LIB30 61-04 5-Q1-K1-G8 




Seq. No. 


276053 










5 '-most EST 


cyk700050212,fl 




Seq. No. 


276054 




UOnLly ±u 


DO/OD l.KlUli 


yj 


5 '-most EST 


LIB3060-052-Q1-K1-B11 




Seq, No. 


276055 




Contig ID 


63757 l.RlOll 




5 '-most EST 


uC-zmflmol7222f Olal 




Seq. No. 


276056 




Contig ID 


63764 l.RlOll 




5 '-most EST 


LIB3060-052-Q1-K1-C2 




Method 


BLASTX 




NCBI GI 


g3877536 




BLAST score 


166 




E value 


2.0e-ll 




Match length 


124 




% identity 


31 




NCBI Description 


(Z77663) Similarity to Rabbit dimethylaniline monc 



Seq, No. 
Contig ID 
5 '-most EST 



(SW:FM02_RABIT) ; cDNA EST EMBL:M89097 comes from this gene; 
cDNA EST yk290c2,5 comes from this gene [Caenorhabditis 
elegans] 

276057 

63773_1.R1011 
LIB3060-052-Q1-K1-C7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276058 

63780_1.R1011 

LIB3060-052-Q1-K1-D2 

BLASTX 

gl708191 

707 

l.Oe-74 

232 
57 

HEXOSE CARRIER PROTEIN HEX6 >gi_467319 {L08188) hexose 
carrier protein [Ricinus communis] 



Seq. No, 



276059 



38485 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63785_1.R1011 
LIB3060-052-Q1-K1-D7 

276060 

63803_1.R1011 
LIB3060-052-Q1-K1-F2 

276061 

63805__1.R1011 

uC- zmf Imo 1713 6h0 5b 1 

276062 

63816_1.R1011 

tfd700575289.hl 

BLASTX 

g2760349 

488 

2.0e-49 

99 
21 

(U84969) ubiquitin [Arabidopsis thaliana] 
276063 

63817_1.R1011 

LIB3062-039-Q1-K1-C12 

BLASTX 

g4539459 

662 

3.0e-69 

193 

64 

(AL04 9500) putative protein [Arabidopsis thaliana] 
276064 

63823__1.R1011 
LIB3060-052-Q1-K1-H2 

276065 

63825_1.R1011 

LIB3060-052-Q1-K1-H11 

BLASTX 

g2462753 

220 

2.0e-17 

81 
57 

(AC002292] 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



276066 

63836_1.R1011 
xmt700262777.hl 

276067 

63839_1.R1011 
LIB3060-053-Q1-K1-A5 



38486 





Seq. No, 


276068 




Contig ID 


63848 l.RlOll 




5 '-most EST 


LIB3060-053-Q1-K1-B2 




Seq. No. 


276069 




Contig ID 


63850 l.RlOll 




5 '-most EST 


wyr700244205.hl 




Seq. No. 


276070 




Contig ID 


63855 l.RlOll 




5 '-most EST 


LIB3136-040-P1-K1-B6 




Method 


BLASTX 




NCBI GI 


g4559372 




BLAST score 


201 




E value 


1 . Oe-15 




Match length 


90 




% identity 


44 




NCBI Description 


(AC006585) putative ' 


"!!!' 




>gi_4 64 623 5_gb_AAD2 6 






CONSTANS protein [Ar. 


yj 


Seq. No. 


276071 


4^ 


Contig ID 


63866 l.RlOll 




5 '-most EST 


LIB3060-053-Q1-K1-C8 




Method 


BLASTX 




NCBI GI 


g3445397 




BLAST score 


657 




E value 


9.0e-69 




Match length 


197 




% identity 


62 




NCBI Description 


(AJ010166) S-domain 




Seq. No. 


276072 




Contig ID 


63868 l.RlOll 




5 '-most EST 


uC-zmflmol7201c09bl 




Method 


BLASTX 




NCBI GI 


g4220514 




BLAST score 


417 




E value 


8.0e-41 




Match length 


149 




% identity 


52 




NCBI Description 


(AL035356) putative 



3TANS protein [Arabidopsis thaliana] 
. 1 AC007266 6 (AC007266) putative 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276073 

63874_1.R1011 

LIB84-017-Q1-E1-B5 

BLASTX 

g3777602 

437 

3.0e-43 

94 

90 

(AF095709) SOS ribosomal protein LIO [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



276074 

63883_1.R1011 
fwa700098304.hl 



38487 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3582333 

624 

3.0e-65 

147 
78 

(AC0054 96) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276075 

63894_1.R1011 
LIB3060-053-Q1-K1-F2 



Seq. No. 
Contig ID 
5 '-most EST 



276076 

63897_1.R1011 
uC-zmflb73015b06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276077 

63898_1.R1011 

LIB3060-053-Q1-K1- 

BLASTX 

g2213581 

196 

7.0e-15 

55 

62 

(AC000348) T7N9.1 



F8 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276078 

63902_1.R1011 
LIB3060-053-Q1-K1-G11 



Seq. No. 
Contig ID 
5 '-most EST 



276079 

63912_1.R1011 
gct701179349.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276080 

63918_1.R1011 

LIB3060-053-Q1-K1-H7 

BLASTX 

g3128234 

390 

9.0e-38 

151 

54 

(AC004077) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276081 

63936_1.R1011 

LIB30 60-054-Q1-K1-B4 



Seq. No, 

Contig ID 
5 '-most EST 



276082 

63946_1.R1011 
ypc700803483.hl 



Seq. No. 

Contig ID 
5 '-most EST 



276083 

63957_1.R1011 

LIB30 60-054-Q1-K1-D3 



38488 



# 



Method 


BLASTX 


NCBI GI 


g3176664 


BLAST score 


170 


E value 


1 . Ue-ll 


Match length 


88 


% identity 


41 


NCBI Description 


(AC004393) Contains similarity to beta scruin gb Z475 




from Limulus polyphemus. ESTs gb_T04493 and gb__AA585 




come from this gene, [Arabidopsis thaliana] 


Seq. No. 


276084 


Contig ID 


63972 l.RlOll 


5 '-most EST 


LIB3060-054-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2244806 


BLAST score 


392 


E value 


l.Oe-37 


Match length 


225 


% identity 


42 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


276085 


Contig ID 


63973 l.RlOll 


5 '-most EST 


vux700158227.hl 


Method 


BLASTX 


NCBI GI 


g4455285 


BLAST score 


471 


E value 


3,0e-47 


Match length 


153 


% identity 


56 


NCBI Description 


(AL035527) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


276086 


Contig ID 


63982_1,R1011 


5 '-most EST 


uC-zmroteosinte080g03bl 


Method 


BLASTX 


NCBI GI 


g2 82 82 93 


BLAST score 


355 


E value 


2.0e-33 


Match length 


121 


% identity 


59 


NCBI Description 


(AL021687) putative protein [Arabidopsis thaliana] 


Seq. No. 


276087 


Contig ID 


63992 l.RlOll 


5 '-most EST 


LIB83-001-Q1-E1-H5 


Seq. No. 


276088 


Contig ID 


63993 l.RlOll 


5 '-most EST 


LIB3060-054-Q1-K1-H10 


Seq, No. 


276089 


Contig ID 


64001 l.RlOll 


5 '-most EST 


uC-zmflmol727 0h06bl 


Seq. No. 


276090 


Contig ID 


64005_2.R1011 



38489 



5 '-most EST 



LIB3061-001-Q1-K1-A12 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

lyiatch length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276091 

64006_1.R1011 

LIB3061-001-Q1-K1-A9 

BLASTN 

gl840117 

88 

5.0e-42 

104 

97 

Zea mays PIF-12 transposable element in r-1 (r-p) locus, 
complete sequence 

276092 

64034_1.R1011 

uC-zmflb73137h09bl 

BLASTX 

g2130442 

173 

5.0e-12 

183 
28 

hypothetical protein SPAC8A4,01c - fission yeast 
(Schizosaccharomyces pombe) (fragment) 
->gi_1052534_emb_C7y\91511_ (Z66569) unknown 
[Schizosaccharomyces pombe] 

276093 

64052_1.R1011 

yyf700350790.hl 

BLASTX 

g3786011 

524 

3.0e-53 

169 

63 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276094 

64066_1.R1011 

uwc700152904.hl 

BLASTX 

g3218544 

458 

2.0e-45 

168 
64 

(AB004813) alternative oxidase [Oryza sativa] 

>gi_321854 6_dbj_BAA28773_ (AB004864) alternative oxidase 

[Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



276095 

64068_1.R1011 

uC-zmflb73149b09bl 

BLASTX 



38490 



NCBI GI 


go yzo o by 


BLAST score 


148 


E value 


7.0e-09 


Match length 


235 


% identity 


24 


NCBI Description 


(AF093420) Hsp70 binding protein HspBPl 


Seq. No. 


276096 


Contig ID 


64073 l.RlOll 


5* -most EST 


pmx700083287.hl 


Seq. No. 


276097 


Contig ID 


64074 l.RlOll 


5 '-most EST 


LIB3061-002-Q1-K2-B10 


Seq. No. 


276098 


Contig ID 


64083 l.RlOll 


5 '-most EST 


mwy700442001.hl 


Method 


BLASTX 


NCBI GI 


g584707 


BLAST score 


299 


E value 


1 . Oe-26 


Match length 


102 


% identity 


56 


NCBI Description 


ABSCISIC ACID-INSENSITIVE PROTEIN 3 >gi_ 




ABI3 protein - Arabidopsis thaliana >gi_ 




(X68141) ABI3 protein [Arabidopsis thali 


Seq. No. 


276099 


Contig ID 


64083 2.R1011 


5 '-most EST 


LIB3061-002-Q1-K2-F12 


Method 


BLASTN 


NCBI GI 


r- n c 1 r\ 

g535019 


BLAST score 


127 


E value 


5.0e-65 


Match length 


199 


% identity 


45 


NCBI Description 


Z.mays Zdl tandem genes for zein Zdl (19 


Seq. No. 


276100 


Contig ID 


64083_3.R1011 


5 '-most EST 


uC-zmroteosinte093hl0b2 


Method 


BLASTX 


NCBI GI 


g584707 


BLAST score 


245 


E value 


2 . Oe-20 


Match length 


100 


% identity 


48 


NCBI Description 


ABSCISIC ACID-INSENSITIVE PROTEIN 3 >gi_ 




ABI3 protein - Arabidopsis thaliana >gi 




(X68141) ABI3 protein [Arabidopsis thali 


Seq. No. 


276101 


Contig ID 


64093 l.RlOll 


5 '-most EST 


uC-zmflb73088f05b2 


Method 


BLASTX 


NCBI GI 


g4539335 



320551 pir JQ1676 



(19 kDa Zein) 



320551_pir JQ1676 



38491 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



1090 

l.Oe-123 

296 
67 

{AL035539) 



putative protein [Arabidopsis thaliana] 



276102 

64093_2.R1011 

uC-zmflmol7219bllal 

BLASTX 

g4539335 

240 

4.0e-20 

64 

56 

(AL035539) putative protein [Arabidopsis thaliana] 
276103 

64108__1.R1011 

LIB3061-002-Q1-K2-C2 

BLASTX 

g3377842 

270 

l.Oe-23 

125 

49 

(AF07 627 4) No definition line found [Arabidopsis thaliana] 
276104 

64108_2.R1011 
uer700579977.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276105 

64109_1.R1011 

yne700378661.hl 

BLASTX 

g4417276 

209 

l.Oe-16 

68 
60 

(AC007019) unknown protein [Arabidopsis thaliana] 
276106 

64112_1.R1011 

uC-zmroB73030cl0bl 

BLASTX 

g3540206 

349 

l.Oe-42 

124 

66 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
276107 

64124_1.R1011 
uC-zmflmol7164c07bl 



38492 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276108 

64241_1.R1011 

uC-zmflmol7240b04bl 

BLASTX 

g3451474 

985 

l.Oe-107 

416 

45 

(AL031349) conserved hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276109 

64258_1.R1011 

LIB3069-001-Q1-K1-A4 

BLASTX 

g2088651 

326 

9.0e-30 

173 

40 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana]* 



Seq. No. 

Contig ID 
5 '-most EST 



276110 

64270_1.R1011 
zuv700353862.hl 



Seq. No. 

Contig ID 
5 '-most EST 



276111 

64272_1.R1011 
LIB84-025-Q1-E1-A11 



Seq. No. 

Contig ID 
5 '-most EST 



276112 

64284_1.R1011 
LIB3061-006-Q1-K1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276113 

64301_1.R1011 

LIB3137-007-Q1-K1-A5 

BLASTX 

g4512664 

1202 

l.Oe-132 

313 

71 

(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378. 1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



276114 

64316_1.R1011 

LIB30 61-00 6-Q1-K1-G3 

BLASTX 

g4262162 

152 



38493 



® 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



l.Oe-09 

79 

38 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 

276115 

64319_1.R1011 

LIB3061-006-Q1-K1-G9 

BLASTX 

g961442 

191 

2.0e-14 

101 

46 

(D63875) KIAA0155 gene product is related to C.elegans 
B04 64.2 protein. [Homo sapiens] 

276116 

64324_1.R1011 

ntr700071935.hl 

BLASTX 

gl730910 

248 

l.Oe-20 

200 

35 

HYPOTHETICAL 23.1 KD PROTEIN IN BSAA-ILVD INTERGENIC REGION 
>gi_1256633 (L77246) putative [Bacillus subtilis] 
>gi_2 634 609_emb_CAB14107_ (Z99115) similar to hypothetical 
proteins [Bacillus subtilis] 

276117 

64324_2.R1011 
LIB3137-036-Q1-K1-H9 

276118 

64324_3.R1011 
uC-zmflmol7055g09bl 

276119 

64345_1.R1011 

LIB3061-007-Q1-K1-C4 

BLASTX 

g3023275 

203 

9.0e-16 

108 

45 

ALPHA-GLUCOSIDASE PRECURSOR (MALTASE) 

>gi_2130027_pir S65057 alpha-glucosidase (EC 3.2.1.20) - 

barley >gi_944901 (U22450) alpha-glucosidase [Hordeum 
vulgare] 

276120 

64349_1,R1011 
LIB3061-007-Q1-K1-C9 



38494 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl29808 

315 

8.0e-29 

177 
42 

CATIONIC PEROXIDASE 
peroxidase (EC 1.11. 



2 PRECURSOR >gi_99873_pir B38265 

1.7) precursor, cationic (clone PNC2) 



peanut >gi_166475 
hypogaea] 



(M37 637) cationic peroxidase [Arachis 





Seq. No. 


276121 




Contig ID 


64354 l.RlOll 




5 '-most EST 


LIB3061-007-Q1-K1-E12 




Method 


BLASTX 




NCBI GI 


gl00905 




BLAST score 


619 




E value 


2. Oe-64 




Match length 


171 




% identity 


77 




NCBI Description 


Opaque-2 protein - maize 




Seq. No. 


276122 




Contig ID 


64359 l.RlOll 




5 '-most EST 


LIB3061-007-Q1-K1-F11 




Sea No. 


276123 




Contig ID 


64367 l.RlOll 




5 '-most EST 


LIB3061-007-Q1-K1-G4 


n 


Method 


BLASTX 




NCBI GI 


g3046695 




BLAST score 


258 


Q 


E value 


5, Oe-22 




Match length 


104 




% identity 


61 




NCBI Description 


(AL022224) putative prot- 




Seq. No. 


276124 




Contig ID 


64367 2. RICH 




5 '-most EST 


LIB3137-009-Q1-K1-H9 




Method 


BLASTX 




NCBI GI 


g3046695 




BLAST score 


148 




E value 


3.0e-09 




Match length 


74 




% identity 


45 




NCBI Description 


(AL022224) putative prot^ 




Seq. No. 


276125 




Contig ID 


64375 l.RlOll 




5 '-most EST 


fC-zmle700441928a4 




Method 


BLASTX 




NCBI GI 


gl69363 




BLAST score 


150 




E value 


l.Oe-09 




Match length 


35 




% identity 


71 



38495 



NCBI Description (M75856) PVPR3 [Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 



276126 

64378_1.R1011 
uC-zmflb73068g05bl 

276127 

64383_1.R1011 
uC-zmflmol7183gllal 

276128 

64384_1.R1011 
uC-2mflmol7258h05bl 



Seq. No. 
Contig ID 
5 '-most EST 



276129 

64393_1.R1011 
LIB3061-008-Q1-K1-D5 



Seq. No. 

Contig ID 
5 '-most EST 



276130 

64394_1.R1011 
LIB3061-008-Q1-K1-D9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276131 

64404_1.R1011 

uC-zmflmol7105a02bl 

BLASTX 

g4586249 

590 

2.0e-60 

311 

43 

(AL049640) putative pollen surface protein [Arabidopsis 
thaliana] 

276132 

64440_1.R1011 

uC- zmf IMol 7 0 0 9d0 2bl 

BLASTX 

g3510253 

188 

l.Oe-26 

140 

49 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
276133 

64440__2,R1011 

xmt700267756.hl 

BLASTX 

g3510253 

180 

6.0e-13 

50 
66 

{AC005310) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



276134 



38496 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64463_1.R1011 

uC-zmflmol7 015e08bl 

BLASTX 

g3107903 

242 

l.Oe-19 

180 
44 

(D83719) polycomb-like protein [Daucus carota] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276135 

64466_1.R1011 

LIB3061-009-Q1-K1-H12 

BLASTX 

g4539009 

255 

l.Oe-24 

173 

43 

(AL049481) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276136 

64472_1.R1011 

uC-zmroteosinte017d05bl 

BLASTX 

g4455359 

216 

2. Oe-17 

65 

65 

{AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276137 

64481_1.R1011 
LIB3061-010-Q1-K1-B9 



Seq. No. 

Contig ID 
5 '-most EST 



276138 

64485_1.R1011 
fdz701166789.hl 



Seq. No. 

Contig ID 
5 '-most EST 



276139 

64489_1.R1011 
uC-zmflb73122e01b2 



Seq. No. 
Contig ID 
5 '-most EST 



276140 

64492__1.R1011 
fdz701158812.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



276141 

64502^1. RlOll 
LIB3061-010-Q1-K1-F8 

276142 

64510_1.R1011 
uC-zmroteosinte033f Olbl 



Seq. No. 



276143 



38497 



# 



Contig ID 
5 '-most EST 



64545_1.R1011 
LIB3061-011-Q1-K1-E9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



276144 

64548_1.R1011 
uC-zmroB73001c09bl 

276145 

64559_1.R1011 
LIB3062-004-Q1-K1-E12 

276146 

64559_2.R1011 
hvj700620071.hl 

276147 

64594_1.R1011 

LIB3061-012-Q1-K1-E2 

BLASTX 

g2289002 

357 

2.0e-33 

115 
62 

(AC002335) unknown protein [Arabidopsis thaliana] 
276148 

64606_1.R1011 
uC-zmflmol7105gllbl 

276149 

64624_1.R1011 

LIB3067-039-Q1-K1-G6 

BLASTX 

g3374509 

226 

5.0e-21 

226 

36 

(AB016529) Ku70 [Gallus gallus] 
276150 

64624_2.R1011 
pmx700083273.hl 

276151 

64629_1.R1011 
LIB3061-013-Q1-K1-A6 

276152 

64636_1,R1011 

xyt700344039.hl 

BLASTX 

g4263710 

761 

8.0e-81 

260 



38498 



II' 



% identity 

NCBI Description 



61 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 



Seq. No. 


276153 


Contig ID 


64650 l.RlOll 


5 '-most EST 


tfd700571048.hl 


Method 


BLASTX 


NCBI GI 


g4581164 


BLAST score 


327 


E value 


5.0e-30 


Match length 


133 


% identity 


50 


NCBI Description 


(AC006220) putative polyprotein [Arabidopsis thaliana] 


Seq. No. 


276154 


Contig ID 


64663 l.RlOll 


5 '-most EST 


LIB3069-037-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl552379 


BLAST score 


430 


Fl value 


8 .Oe-66 


Match length 


220 


% identity 


5'5 


NCBI Description 


{Y08155) pectin methylesterase [Silene latifolia ssp. alba] 


Seq. No. 


276155 


Contig ID 


64663 2.R1011 


5 '-most EST 


uC-zmrob7 3036e07bl 


Seq. No. 


276156 


Contig ID 


64669 l.RlOll 


5 '-most EST 


LIB3061-057-Q1-K1-H5 


Seq. No. 


276157 


Contig ID 


64669 2.R1011 


5 '-most EST 


zla700380204.hl 


Method 


BLASTX 


NCBI GI 


gl353000 


BLAST score 


158 


E value 


2.0e-10 


Match length 


152 


% identity 


33 


NCBI Description 


HYPOTHETICAL 56.4 KD PROTEIN IN SRS2-SIP4 INTERGENIC REGION 


>gi 1078241 pir S56868 probable membrane protein YJL091c - 




yeast (Saccharomyces cerevisiae) >gi_1008262_emb_CAA8 9384_ 




(Z49366) ORE YJL091c [Saccharomyces cerevisiae] 


Seq. No. 


276158 


Contig ID 


64669 3.R1011 


5 '-most EST 


wyr700241563.hl 


Seq. No. 


276159 


Contig ID 


64670 l.RlOll 


5 '-most EST 


LIB3067-054-Q1-K1-E9 



Seq. No, 



276160 



38499 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



64688_1.R1011 
LIB3061-014-Q1-K1-C10 

276161 

64689_1,R1011 
cyk700048277,fl 

276162 

64708_1.R1011 
xmt700260815.hl 

276163 

64724_1.R1011 

uC-zmroteosinte003a02bl 

BLASTX 

g3122357 

269 

2.0e-23 

75 
71 

PUTATIVE LIPOATE-PROTEIN LIGASE B (LIPOATE BIOSYNTHESIS 
PROTEIN B) >gi_2494127 (AC002376) Contains similarity to 
Mycobacterium LIPB gene (gb_Q104041) . [Arabidopsis 
thaliana] 

276164 

64724_3.R1011 
wty700162884 .hi 

276165 

64760_2,R1011 

LIB3066-006-Q1-K1-E11 

BLASTX 

g4512685 

325 

5.0e-30 

166 

42 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

276166 

64768^1. RlOll 
uC-zmroB73014cl2bl 

276167 

64783_1.R1011 
LIB3061-016-Q1-K1-A1 

276168 

64799_1.R1011 

uC-zmroteosintel20a0 9b2 

BLASTX 

g3790252 

203 

3.0e-15 



38500 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
38 

(AL031966) 



putative Zn-protease [Schizosaccharomyces pombe] 



276169 

64828_1,R1011 
qmh700030271.fl 

276170 

64839_1.R1011 

uC-zmflmol7129c09al 

BLASTX 

g2522534 

485 

2.0e-48 

228 
45 

(AF027302) TNF-alpha 



stimulated ABC protein [Homo sapiens] 



276171 

64845_1.R1011 

wty700170626.hl 

BLASTX 

g2347100 

1214 

l.Oe-134 
285 

83 n . n 

(U76846) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4567196_gb_7y^D23612.1_AC007168_3 (AC007168) putative 
ubiquitin-specific protease [Arabidopsis thaliana] 

276172 

64866_1.R1011 

LIB3069-034-Q1-K1-H10 

BLASTX 

gl903364 

281 

l.Oe-24 

123 
49 

(AC000104) EST gb_T45093 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



276173 

64902_1.R1011 

LIB3068-021-Q1-K1-C7 

BLASTX 

g2827699 

474 

2.0e-47 

192 
53 

(AL021684) predicted protein [Arabidopsis thaliana] 
276174 

64918 l.RlOll 



38501 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3061-018-Q1-K1-D2 

BLASTX 

g3894178 

470 

8,0e-47 
169 

53 

(AC005312) putative nucleic acid binding protein 
[Arabidopsis thaliana] 



Seq. NO. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276175 

64926_1,R1011 

pmx700086638.hl 

BLASTX 

g4582488 

459 

2.0e-45 

164 

49 

(AL0217 68) putative protein [Arabidopsis thaliana] 
276176 

64926_2.R1011 
xsy700213864.hl 

276177 

64952_1.R1011 

LIB3061-020-Q1-K1-A1 

BLASTX 

gl41605 

484 

8.0e-49 

119 
87 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi 72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

276178 

64959_1.R1011 

LIB3067-034-Q1-K1-H1 

BLASTX 

g80783 

193 

5,0e-14 

275 
25 

hypothetical 31. 7K protein (aphE region) 
griseus >gi_153164 (M37378) 
streptomycin-3' -phosphotransferase [Streptomyces griseus] 



Streptomyces 



Seq. No. 
Contig ID 
5 '-most EST 



276179 

64967_1.R1011 
LIB3061-020-Q1-K1-B6 



Seq. No. 

Contig ID 



276180 

64968 l.RlOll 



38502 



# 



5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73119e06bl 
276181 

64983_1.R1011 
xjt700095468.hl 

276182 

64988_1.R1011 

xsy700214790.hl 

BLASTX 

g4337175 

274 

5.0e-24 

112 

46 

(AC006416) ESTs gb_T20589, gb___T04648, gb_AA597906, 
gb T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb"R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb AA720210 come from this gene. [Arabidopsis thaliana] 

276183 

65001_1.R1011 

LIB3061-020-Q1-K1-G7 

BLASTX 

gl430846 

557 

2.08-57 

117 

84 

(X99210) myb-related transcription factor [Lycopersxcon 
esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276184 

65029_1.R1011 
LIB3061-021-Q1-K1-C2 

276185 

65049_1.R1011 

LIB3067-023-Q1-K1-F10 

BLASTX 

g2224605 

286 

2.0e-25 

144 

46 

(AB002330) KIAA0332 [Homo sapiens; 
276186 

65061_1.R1011 

LIB3061-021-Q1-K1-G9 

BLASTX 

g3309583 

961 

l.Oe-104 

210 

86 

(AF073830) f ructose-6-phosphate 



38503 



2-kinase/fructose-2, 6-bisphosphatase [Solanum tuberosum] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276187 

65065__1.R1011 
gwl700615429.hl 

276188 

65067_1.R1011 
LIB3061-022-Q1-K1-A12 

276189 

65083_1.R1011 

LIB3061-022-Q1-K1-C5 

BLASTX 

g4263715 

207 

2.0e-16 
86 
48 

{AC006223) 
thaliana] 



putative alanine acetyl transferase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



276190 

65087_1.R1011 

tfd700573370.hl 

BLASTX 

g4056490 

487 

l.Oe-48 

322 

39 

(AC005896) hypothetical protein [Arabidopsis thaliana] 



276191 

65098_1.R1011 

gct7G1179902.hl 

BLASTX 

g4455331 

314 

l.Oe-28 

116 

53 

(AL035525) putative protein 



[Arabidopsis thaliana] 



276192 

65099__1.R1011 
wyr700237018.hl 

276193 

65117_1.R1011 
uC-zmflmol7 04 4a07bl 

276194 

65149_1.R1011 

LIB3061-050-Q1-K1-B5 

BLASTX 

g4006871 



38504 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



500 

2.Ge-62 

231 

56 

(Z99707) patatin-like protein [Arabidopsis thaliana] 
276195 

65149_3.R1011 

ypc700801127.hl 

BLASTX 

g4539677 

262 

3.0e-23 

66 
74 

(AF061282) patatin-like protein [Sorghum bicolor] 



276196 

65153_1.R1011 

xmt700262242.hl 

BLASTX 

g2632129 

177 

l.Oe-12 

124 
33 

(AJ222589) poly (ADP-ribose) 



polymerase [Zea mays] 



276197 

65153_2.R1011 

ypc700806645.hl 

BLASTX 

g4038491 

183 

2.0e-13 

141 

36 

(AJ131705) poly (ADP-ribose) 
thaliana] 



polymerase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276198 

65160_1.R1011 

hbs701183891,hl 

BLASTX 

g3063709 

215 

3.0e-17 

52 
71 

(AL022537) putative protein [Arabidopsis thaliana] 
276199 

65171_1.R1011 
LIB83-001-Q1-E1-E5 



Seq. No. 
Contig ID 



276200 

65179 l.RlOll 



38505 



# 



5 '-most EST 



LIB3061-024-Q1-K1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276201 

65186_1.R1011 

uC-zmflb73054d01bl 

BLASTX 

g2317725 

217 

4.0e-17 

184 
33 

(AF015811) putative lysophosphatidic acid acyltransferase 
[Mus mus cuius] 



Seq. No. 
Contig ID 
5 '-most EST 



276202 

65186^3. RlOll 
zla700379650.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



276203 

65188_1.R1011 

ntr700072086.hl 

BLASTX 

gl946366 

152 

l.Oe-09 

115 
35 

(U93215) unknown protein [Arabidopsis thaliana] 
276204 

65191_1.R1011 
pmx700087071.hl 



Seq. No. 

Contig ID 
5 '-most EST 



276205 

65228_1.R1011 
LIB3061-025-Q1-K1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276206 

65233_1.R1011 

uC-zmroteosinte067gllbl 

BLASTX 

g4588012 

616 

7.0e-67 

189 
75 

(AF085717) putative callose synthase catalytic subunxt 
[Gossypium hirsutum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



276207 

65233_2,R1011 

LIB3061-025-Q1-K1-C3 

BLASTX 

g4588012 

575 

2.0e-59 
150 



38506 



II 



% identity 


1 1 


NCBI Description 


^^-B.^ U C5 O 1 L 1 ] pUT,al_.lVe CailOSc byiltliaibc! OoLcliyUiO ouJL/UniL 




j_ oUo oypx LULL 1 i J_ i o Li L. Lilit J 


beq. NO. 


Z / DZ U 0 


r^r\r\A — \ rr T Pt 

uoni-iy lu 


OJZD^ l,I\i.UXi 


C ' Tv^ ^ i~i 4- TOT' 

D —most hio 1 


UWC / UUlD4ft / o.ni 


Method 


BLASTX 


NCBI GI 


g728592 




u u *± 




O . U O O 


4^ V\ ~\ ^ ir\ 

Fiaucn xenyun 


1 ft ^ 


-I 7^ 4^ T ^ T 

■5 laenumy 


P 1 


iNL/tsi uescnpcion 


d-lCiUlbo 1 cdUOT-cioc [nuHacUUl VUiydJ-cJ 


D e q . LN 0 . 


Z f DZ (J i? 


uonrig^ lu 


OOZD/ X.r\lUll 


0 -most: hjoi 


cy K /UU1U4 /uD.ni 




or A CT^Y 

IJ ij/-i.O i A. 


NCBI GI 


gl524383 


BLAST score 


1205 


E value 


1 . ue loo 


Match length 


9 /! Q 
Z4 O 


% identity 




NCBI Description 


(X63374) 3— phosphoshi kimate l^carboxyvinyltransf erase 




mays ] 


beq. No, 


Z / OZlU 


Contig ID 


OQZob I.KIUXI 


b -most EbT 


xsy/uuzUolz / ,ni 


Method 


BLASTX 


NCBI GI 


g2760844 


BLAST score 


9 Q c; 
Zoo 


E value 


4 . ue-zo 


Match length 


loo 


^ Identity 


o o 
oo 


NCBI Description 


{AC003105) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


z / ozll 


contig ijj 


boZo / 1 . KlUl i 


o -most bb 1 


get / uii/oUoU,ni 


Method 


BLASTX 


NCBI GI 


g2462760 


rSLiibi score 


loo 


E value 


4 . ue— 11 


Match length 




% identity 


4 Z 


NCBI Description 


(Acuuzzyz^ riypotineiicai prouem iAraDiuopsis unaiianaj 


Seq. No. 


Z / oz IZ 


uoniLiy 1 u 


;^^9Q^^ 1 Rimi 

OOZj?0 l.txlt/l-L 


5 '-most EST 


uC - zmf Imo 17113e06bl 


Method 


BLASTX 


NCBI GI 


g3978462 


BLAST score 


155 


E value 


8.0e-10 


Match length 


129 



38507 



• 



% identity 

NCBI Description 

Seq. iNio. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

(AF084535) 



laforin [Homo sapiens] 



276213 

65311_1.R1011 
LIB3061-026-Q1-K1-F3 

276214 

65330_1.R1011 

LIB3061-027-Q1-K1-A5 

BLASTX 

g4006899 

468 

8 .Oe-47 

170 

52 V, T . 1 

(Z99708) putative protein [Arabidopsis thalranaj 



276215 

65341_1.R1011 
wyr700241026.hl 

276216 

65422_1.R1011 
uC-zmflb73118cl2bl 

276217 

65422_2.R1011 
uC-zmflmol7222f09bl 

276218 

65422_3.R1011 
LIB3068-008-Q1-K1-E8 

BLASTN 

g3821780 

36 

2.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
276219 

65451_1.R1011 

uC-zmflb73059h01bl 

BLASTX 

g4510349 

225 

4.0e-18 

83 

59 

(AC006921) putative bZIP transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276220 

65451_2.R1011 
uC-zmroteosinte087h09b2 



38508 



Seq, No. 
Contig ID 
5 '-most EST 



276221 

65454_1.R1011 
uC-zmflb73186c03bl 



Seq* No. 
Contig ID 
5 '-most EST 

Seq« No. 
Contig ID 
5 '-most EST 



276222 

65458_1.R1011 
LIB3061-029-Q1-K1-E10 

276223 

65474^1. RlOll 
fdz701163030.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



276224 

65474_2.R1011 
tfd700576612.hl 

276225 

65475__1.R1011 

Kyt700346405.hl 

BLASTX 

g3702338 

448 

l.Oe-44 

105 
76 

(AC005397) unknown protein [Arabidopsis thaliana] 
276226 

65482_1.R1011 

LIB3061-030-Q1-K1-A11 

BLASTX 

g3548810 

210 

l.Oe-16 

103 

38 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

276227 

65502_1.R1011 

LIB3061-030-Q1-K1-C8 

BLASTN 

gll81295 

38 

6.0e-12 



86 

T. durum Desf. 



(Siliana) Dehydrin mRNA, clone pTd27e 



276228 

65512^1. RlOll 

pmx700084462.hl 

BLASTX 

gl710599 

206 

6.0e-16 



38509 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 

153 
35 

MITOCHONDRIAL 60S RIBOSOMAL PROTEIN LIO PRECURSOR (YMLIO) 

>gi_2133093_pir S63258 ribosomal protein L15 precursor, 

mitochondrial - yeast (Saccharomyces cerevisiae) 
>gi_1302361_emb_CAA96198_ (Z71560) ORE YNL284c 
[Saccharomyces cerevisiae] 

276229 

65517_1.R1011 

LIB30 61-030-Q1-K1-E8 

BLASTX 

g3790569 

163 

6.0e-ll 

83 
40 

(AF078822) RING-H2 finger protein RHA2a [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



276230 

65571_1.R1011 
LIB3061-031-Q1-K1-E7 

276231 

65572_1.R1011 
LIB84-005-Q1-E1-B2 

276232 

65575_1.R1011 
LIB3061-052-Q1-K1-C9 

276233 

65584_1.R1011 

uC-zmflmol7335d09bl 

BLASTX 

gl749516 

610 

3.0e-63 

198 
57 

(D8 9154) similar to Saccharomyces cerevisiae 
ornithine-oxo-acid aminotransferase, SWISS-PROT Accession 
Niomber P07991 [Schizosaccharomyces pombe] 

276234 

65593_1.R1011 
LIB3061-032-Q1-K1-A6 

276235 

65595_1.R1011 

LIB3061-032-Q1-K1-B12 

BLASTX 

g4587579 

314 

8.0e-29 

173 



38510 



% identity 


45 


,NCBI Description 


(AC006550) F10O3.1 [Arabidopsis thaliana] 


Seq. No* 


276236 


Contig ID 


65602 l.RlOll 


5 '-most EST 


LIB30ol-0 J2-Q1-K1-C3 


Seq, No. 


27 6237 


contig iu 


bODil 1 . KlU 11 


5 -most EST 


LIB300 1-032 -Ql-Kl -Do 


Method 


BLASTX 


NCBI GI 


g3033400 


BLAST score 


549 


E value 


3 . Oe-56 


Match length 


144 


% identity 


74 


NCBI Description 


(AC004238) putative Ser/Thr protein kinase 




thaliana] 


Seq, No. 


276238 


Contig ID 


65625 l.RlOll 


5 '-most EST 


uC-zmroteosinte023g08b2 


Method 


BLASTX 


NCBI GI 


g4508069 


BLAST score 


711 


E value 


3.0e-75 


Match length 


206 


% identity 


62 


NCBI Description 


(AC005882) 12246 [Arabidopsis thaliana] 


Seq. No. 


276239 


Contig ID 


65626_1 .RlOll 


5 ' -most EST 


LIB3061-032-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl652892 


BLAST score 


340 


E value 


6 . Oe-32 


Match length 


104 


% identity 


60 


NCBI Description 


(D90909) ABC transporter [Synechocystis sp 


Seq. No. 


276240 


Contig ID 


65652_1.R1011 


5 '-most EST 


LIB3061-033-Q1-K1-D1 


Seq. No. 


276241 


Contig ID 


65655 l.RlOll 


5 '-most EST 


LIB3061-033-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2828294 


BLAST score 


551 


E value 


l.Oe-56 


Match length 


168 


% identity 


64 


NCBI Description 


(AL021687) putatative protein [Arabidopsis 


Seq. No. 


276242 



38511 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65659_1.R1011 
ypc700803121.hl 

276243 

65659_2.R1011 
dyk700104626.hl 

276244 

65660_1.R1011 

uC-2mroteosinte082g09bl 

BLASTX 

g2498882 

251 

7.0e-21 

191 

39 

SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) {SF3A120) 

>gi 2146975_pir S60735 splicing factor SF3a 120K chain - 

human >gi 8 99298_emb_CAA59494_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 {AC004997) spliceosome 
associated protein 114 {SF3a) [Homo sapiens] 

276245 

65665_1.R1011 

LIB3061-033-Q1-K1-E7 

BLASTN 

gl694832 

67 

4.0e-29 

82 
96 

H.vulgare Perl gene 
276246 

65682_1.R1011 

uC-zmflb73234g08b2 

BLASTX 

g4138343 

595 

5.0e-68 

273 

51 

(AJ011979) RNA-directed RNA polymerase [Petunia x hybrida] 
276247 

65711_1.R1011 

nbm700470281.hl 

BLASTX 

g3150239 

193 

3.0e-14 

91 

46 . ' 

(AL023635) hypothetical protein MLCB1243.38 [Mycobacterium 

leprae] 



Seq. No. 



276248 



38512 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65740_1.R1011 

pmx700082248.hl 

BLASTX 

g4646203 

808 

3.0e-86 

306 

48 

(AC007230) Belongs to PF_00026 Eukaryotic aspartyl protease 
family. [Arabidopsis thaliana] 



Seq. No* 
Contig ID 
5 '-most EST 



276249 

65751_1.R1011 
LIB3068-061-Q1-K1-A3 



Seq. No. 

Contig ID 
5 '-most EST 



276250 

65751_2.R1011 
LIB3061-035-Q1-K1-A6 



Seq. No. 
Contig ID 
5 '-most EST 



276251 

65781_1.R1011 
LIB3061-035-Q1-K1-E12 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276252 

65782^1. RICH 

LIB3061-035-Q1-K1-E2 

BLASTX 

g3283026 

231 

4.0e-19 

100 

48 

(AF051562) putative transposase [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



276253 

65846_1.R1011 
LIB3061-036~Q1-K1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276254 

65856_1.R1011 

LIB3062-016-Q1-K1-B9 

BLASTX 

g499340 

191 

7.0e-27 

210 

37 

{X78201) 17beta-estradiol dehydrogenase [Sus scrofa] 



Seq, No. 
Contig ID 
5 '-most EST 



276255 

65865_1.R1011 
fwa700098059.hl 



Seq. No. 

Contig ID 
5 '-most EST 



276256 

65872_1.R1011 
uC-zmflb73123e01al 



38513 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276257 

65886__1.R1011 

uC-zmflmol7127cllbl 

BLASTX 

g4206209 

1231 

l.Oe-136 

322 

69 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



276258 

65894_1.R1011 
LIB3136-037-P1-K1-D8 



Seq, No. 
Contig ID 
5 '-most EST 



276259 

65894_2.R1011 
uC-zmflb73025e05al 



Seq. No. 
Contig ID 
5 '-most EST 



276260 

65906_1.R1011 
LIB3061-037-Q1-K1-H1 



Seq. No, 

Contig ID 
5 '-most EST 



276261 

65907_1.R1011 
pmx700087877.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276262 

65915__1.R1011 

pwr700452646.hl 

BLASTX 

g3450842 

966 

l.Oe-105 

245 

74 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276263 

65922_1.R1011 

uC-zmflb73022gl2bl 

BLASTX 

g3413712 

213 

9,0e-17 

111 

36 

(AC004747) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



276264 

65964_1.R1011 
uC-zmroteosinte04 6a05bl 
BLASTX 
g3461848 



38514 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399 

l.Oe-38 

137 

58 

(AC005315) putative ATPase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276265 

65977_1.R1011 

uC-zmflmol7257bl2bl 

BLASTX 

g586858 

342 

8.0e-32 

160 
46 

HYPOTHETICAL 21.4 KD PROTEIN IN DACA-SERS INTERGENIC REGION 

>gi_2127020_pir S66042 hypothetical protein - Bacillus 

subtilis >gi__467402_dbj_BAA05248_ {D26185) unknown 
[Bacillus subtilis] >gi_263227 9_emb_CAB11788_ (Z99104) 
similar to hypothetical proteins [Bacillus subtilis] 



Seq. No. 
Contig ID 
5 '-most EST 



276266 

65984_1.R1011 
LIB3061-039-Q1-K1-D4 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



276267 

65992__1.R1011 
wty700169670.hl 

276268 

66009_1.R1011 
uC-zmroteosinte015c01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276269 

66055_1.R1011 

LIB3061-040-Q1-K1-F9 

BLASTX 

g3096945 

169 

7.0e-12 

79 

49 

(AL023094) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276270 

66057_1.R1011 

LIB3067-052-Q1-K1-F9 

BLASTX 

g4336747 

496 

6.0e-50 

255 

50 

(AF104 924) unconventional myosin heavy chain [Zea mays] 



Seq. No. 



276271 



38515 



CI 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



66072_1.R1011 
pmx700090963.hl 

276272 

66084_1.R1011 

LIB3136-021-Q1-K1-D8 

BLASTX 

g4105798 

640 

l.Oe-68 

195 

50 

(AF049930) PGP237-11 [Petunia x hybrida] 
276273 

66094__1.R1011 
uC-zmroteosinte084cl2bl 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276274 

66094_2.R1011 
LIB3061-041-Q1-K1-E5 

276275 

66118_1.R1011 

tzu700204157.hl 

BLASTN 

g3256034 

52 

3.0e-20 

100 
8 8 

Sorghum bicolor mRNA for SNFL3, putative serine/threonine 
protein kinase 

276276 

66134_1.R1011 

fwa700099910,hl 

BLASTX 

g4510377 

474 

4,0e-47 

234 

41 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
276277 

66183__1.R1011 

xmt700263748.hl 

BLASTN 

gll71347 

135 

2.0e-69 
413 

84 

Triticum aestivum pMA1951 mRNA, partial cds 



Seq. No, 



276278 



38516 



# 



v^vji J. -1- y -1- J-^ 




o inooL jijoi 


U.^ Z.iUJ- XiJ / J X J ^ vJ XAJ X 


Method 


BLASTN 


NCBI GI 


gll71347 


13 T TV O (-^ /-« /-N -w- 


/ u 


E V3.1U6 




Match length 


1 / >3 


% identity 




LNUrsx ues cxripu ion 


iX-LLXL-UIU aeoLlvUm priH.Xi?C>-L mi\iN/i/ pcixLiaX uOo 


C r-v ^ "\Trt 

beq, iNo. 


07 i^07 Q 


r*r\n-h 1 rr TV) 
'v^OilLiy XL/ 


OOZU-? X.AXUXX 


0 lUOSC. JliO i 


no-r7 nlTR7 ft 9 7 ^ hi 
UBX / UUO fOZ / O.IIX 




LD LiriO 1 A 






BLAST score 


575 


E value 


5.0e-59 


^yr ^ ~ 1^ T 4— V^ 

LYLaticn lengrn 


9 n7 


-5 laentity 




NCBI Description 


ORNITHINE AMINOTRANSFERASE (ORNITHINE--OXO- 




AMINOTRANSFERASE ) >gi_4 4 1 65 17_gb_AABl 8 2 5 9_ 




ornithine transaminase [Emericella nidulans 


Seq. No. 


276280 


Contig ID 


66209_2,R1011 


0 -most HiSl 


uC-zmilmol MzoiiUal 


beq. JNo. 


9 7 9 Q 1 
Z / OZ 0 X 


Contig iu 


0 bz4 y i . KlUl 1 


C J U' O T' 

0 — ItlOS C ilib J. 


nur / uuu/bioU.nx 


Seq. No. 


z / bzoz 


L'Onng lu 


f^f^94Q 9 PI 01 1 
DDZ^i? Z.ixXUXl 


<J ILL^O L. J— lO J. 


nTnx7nC)n87 7 6S hi 


Method 


BLASTX 


NCBI GI 


g3287944 


BLAST score 


231 


E value 


4.0e-19 


Match length 


76 


% identity 


57 



fU74303) 



NCBI Description 



HYPOTHETICAL 16.2 KD PROTEIN C3D6.08C IN CHROMOSOME II 
>gi_2117304_emb_CAB09117.1__ (Z95620) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq, No. 
Contig ID 
5 '-most EST 



276283 

66251^1. RlOll 
LIB3061-044-Q1-K1-F2 



Seq. No. 

Contig ID 
5 '-most EST 



276284 

66252_1.R1011 
ymt700223062.hl 



Seq. No. 
Contig ID 
5 '-most EST 



276285 

66255_1.R1011 
LIB3061-044-Q1-K1-F8 



Seq. No. 



276286 



38517 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66257_1.R1011 

uC-zmflmol7023d04bl 

BLASTX 

g2213626 

410 

2.0e-39 

174 
49 

(AC000103) F21J9.18 
276287 

66260_1.R1011 
LIB84-003-Q1-E1-F12 

276288 

66269_1.R1011 
uC-zmflmol7109f02bl 



276289 

66277_1.R1011 

LIB3061-045-Q1-K1-B12 

BLASTX 

g608567 

224 

4.0e-18 

97 
25 

(U18116) Bdflp [Saccharomyces cerevisiae] 
276290 

66284_1.R1011 

uC-zmroteosinte041a01bl 

BLASTX 

gl705735 

1307 

l.Oe-145 

282 
8 8 

CALCIUM-DEPENDENT PROTEIN KINASE, ISOFORM 11 (CDPK 11) 

>gi 1362175_pir S56651 probable calcium-dependent protein 

kinase (clone OSCPKll) - rice >gi_587 500_emb_CAA57156_ 
{X81393) calcium-dependent protein kinase [Oryza sativa] 

276291 

66286_1.R1011 

LIB3061-045-Q1-K1-C3 

BLASTX 

g3834314 

305 

8.0e-39 

134 
68 

(AC005679) Similar to gene piOlO glycosyltransf erase 

gi_2257490 from S. pombe clone 1750 gb__AB004534 . ESTs 

gb T46079 and gb__AA394466 come from this gene. [Arabidopsis 

thaliana] 



38518 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



276292 

66302_1.R1011 

wty700164535.hl 

BLASTX 

g4508068 

174 

3.0e-12 

64 
56 

(AC005882) 3063 



[Arabidopsis thaliana] 



276293 

66302_2.R1011 

LIB3061-045-Q1-K1-F1 

BLASTX 

g4508068 

203 

l,0e-15 

109 
41 

(AC005882) 3063 [Arabidopsis thaliana] 
276294 

66323_1.R1011 

uC-zmflmol7072c03bl 

BLASTX 

g3063709 

226 

7.0e-18 

297 

26 

(AL022537) putative protein [Arabidopsis thaliana] 
276295 

66327_1.R1011 
LIB3061-055-Q1-K1-A9 

276296 

66339_1.R1011 
uC-zmflmol7222bllbl 



Seq. No. 
Contig ID 
5 '-most EST 



276297 

66371_1.R1011 
LIB3061-04 6-Q1-K1-H5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276298 

66374_1.R1011 

uC-zmflmol7288ellbl 

BLASTX 

g3738297 

280 

2.0e-24 

205 
12 

(AC005309} unlcnown protein [Arabidopsis thaliana] 



Seq. No. 



276299 



38519 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 



66376^1. RlOll 
mwy700438515.hl 

276300 

66376_2.R1011 
LIB3061-047-Q1-K1-A3 

276301 

66389_1.R1011 

wyr700242628.hl 

BLASTX 

g2435514 

304 

2.0e-27 

141 

47 

(AF024504) Similar to serine/threonine protein kinase; 
coded for by A. thaliana cDNA T20930; coded for by A, 
thaliana cDNA T43472 [Arabidopsis thaliana] 

276302 

66399_1.R1011 

uwc700150579.hl 

BLASTX 

g4416301 

686 

2.0e-72 

180 

79 

(AF105716) gag protein [Zea mays] 
276303 

66405_1.R1011 

xmt700267018.hl 

BLASTX 

g4539005 

157 

4.0e-13 

118 

42 

(AL04 9481) putative oxidoreductase [Arabidopsis thaliana] 
276304 

66425_1.R1011 

LIB3061-047-Q1-K1-H4 

BLASTX 

gl943751 

905 

5.0e-98 

194 

85 

(U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 

276305 

66435 l.RlOll 



38520 



# 



5 '-most EST pmx700085585 .hi 

Method BLASTX 

NCBI GI g2499735 

BLAST score 222 

E value l.Oe-17 

Match length 124 

% identity 39 

NCBI Description SERINE/THREONINE PROTEIN PHOSPHATASE 5 (PP5) (PROTEIN 

PHOSPHATASE T) (PPT) >gi_567040 (U12204) phosphoprotein 
phosphatase [Mus musculus] 

Seq. No. 276306 

Contig ID 66450_1 . RlOll 

5 '-most EST uC-zmf lmol7327al2bl 

Seq. No. 276307 

Contig ID 66450_2 . RlOll 

5 '-most EST uC-zmf Imol7163c01bl 

Seq. No. 276308 

Contig ID 66458_1 . RlOll 

5 '-most EST LIB3061-048-Q1-K1-E12 

Seq. No. ^ 276309 

Contig ID 66460_1 . RlOll 

5' -most EST pmx70008 9767 . hi 

Method BLASTX 

NCBI GI g4559333 

BLAST score 455 

E value 4,0e-45 

Match length 163 

% identity 55 

NCBI Description (AC007087) unknown protein [Arabidopsis thaliana] 

Seq. No. 276310 

Contig ID 66477_1 . RlOll 

5'-most EST LIB3061-048-Q1-K1-G9 

Method BLASTX 

NCBI GI g2827497 

BLAST score 189 

E value 3.0e-14 

Match length 119 

% identity 32 

NCBI Description (AL009195) EG:30B8.2 [Drosophila melanogaster ] 

Seq. No. 276311 

Contig ID 66498_1 .RlOll 

5 '-most EST uC-zmf lb73202allbl 

Method BLASTX 

NCBI GI g4406809 

BLAST score 154 

E value 2.0e-09 

Match length 7 8 

% identity 45 

NCBI Description (AC006201) unknown protein [Arabidopsis thaliana] 

Seq. No. 276312 



38521 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



66512__1.R1011 

LIB3061-049-Q1-K1-E10 

BLASTX 

g3256068 

172 

8.0e-12 

89 
51 

(Y14068) Heat Shock Factor 3 [Arabidopsis thaliana] 
276313 

66518_1.R1011 
LIB3061-049-Q1-K1-F3 



Seq. No. 

Contig ID 
5 '-most EST 



276314 

66525_1.R1011 
uC-zmflmol7259a08bl 



Seq. No. 
Contig ID 
5 '-most EST 



276315 

66525_2.R1011 
LIB3061-04 9-Q1-K1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276316 

66528_1.R1011 

LIB3061-049-Q1-K1-G4 

BLASTX 

g4574137 

453 

4.0e-45 

109 

80 

(AF073696) cysteine synthase [Oryza sativa] 



276317 

66566^1. RlOll 

uC-zmflB73043b05bl 

BLASTX 

gl710805 

167 

2.0e-ll 

200 
31 

RTOA PROTEIN (RATIO-A) >gi_1206019 
product [Dictyostelium discoideum] 



(U48298) rtoA gene 



Seq. No. 
Contig ID 
5 '-most EST 



276318 

66568_2.R1011 
uC-zmflb73255gl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



276319 ^ 

66579_1.R1011 

ymt700221578.h2 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



276320 

66579_2 .RlOll 

ymt700218627.hl 

BLASTX 



38522 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3075391 
211 

l.Oe-16 

105 
50 

(AC004484) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276321 

66579_3.R1011 
hbs701180939.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
^ identity 



276322 

66650_1.R1011 

uwc700151433.hl 

BLASTX 

g3953463 

536 

l.Oe-54 

219 
51 



NCBI Description (AC002328) F20N2.8 [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



276323 

66652_1.R1011 
LIB3061-052-Q1-K1-A12 



Seq. No. 
Contig ID 
5 '-most EST 



276324 

66670_1.R1011 
LIB3061-052-Q1-K1-D1 



Seq- No. 
Contig ID 
5 '-most EST 



276325 

66683_1.R1011 
uC-zmflmol7297gllbl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276326 

66685_1,R1011 

wyr700236027.hl 

BLASTN 

g3821780 

37 

5.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Contig ID 
5 '-most EST 



276327 

66721_1.R1011 
LIB3067-045-Q1-K1-H4 



Seq. No. 

Contig ID 
5 '-most EST 



276328 

66728_1.R1011 
xmt700264894.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



276329 

66730_1.R1011 

xmt700266538.hl 

BLASTX 



38523 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g542182 
492 

l.Oe-67 

136 

99 

vicilin-like storage protein Glbl-L, embryo - maize 
>gi_2228 4_emb_CAA41809_ (X59083) vicilin-like embryo 
storage protein [2ea mays] 



Seq. No, 
Contig ID 
5 '-most EST 



276330 

66735_1,R1011 
cjh700196712.hl 



Seq. No, 
Contig ID 
5 '-most EST 



276331 

66745_1.R1011 
pmx700087254.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276332 

66806^1. RlOll 

uC-2mflMol7003d01bl 

BLASTX 

g3403234 

161 

l.Oe-10 

145 

31 

(AF071543) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
N-methyltransferase [Spinacia oleracea] >gi_3403238 
(AF071545) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
small subunit N-methyltransferase II [Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



276333 

66823_1.R1011 

fwa700099354.hl 

BLASTX 

g3819699 

716 

7.0e-76 

174 

81 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276334 

66827_1.R1011 

fC-2mfl700356833al 

BLASTX 

gll43069 

647 

7.0e-68 

163 

73 

(U30600) 
porrum] 



3-ketoacyl carrier protein synthase III [Allium 



Seq. No. 
Contig ID 
5 '-most EST 



276335 

66870^1. RlOll 
zuv700356484,hl 



38524 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276336 

66890_1.R1011 
xmt700257543.hl 

276337 

66916_1.R1011 

LIB3061-057-Q1-K1-A1 

BLASTX 

g4127878 

249 

3.0e-21 

123 

47 

{AJ011831) NDXl homeobox protein [Glycine max] 
276338 

66927_1.R1011 
LIB3061-057-Q1-K1-B4 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276339 

66932_1.R1011 
LIB3061-057-Q1-K1-C2 

276340 

66947_1.R1011 
fwa700098547.hl 

276341 

66954_1.R1011 

uC-zmflb73256gllbl 

BLASTX 

g2129636 

311 

2.0e-28 

145 

47 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



(U38916) lipase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 



276342 

66954_2.R1011 

tzu700204158.hl 

BLASTX 

g2129636 

184 

2.0e-13 

114 

40 

lipase - Arabidopsis thaliana >gi_1145627 {U38916) 
[Arabidopsis thaliana] 

276343 

66982__1.R1011 
LIB3061-058-Q1-K1-A6 



lipase 



Seq. No. 



276344 



38525 



Contig ID 
5 '-most EST 



66984_1.R1011 
clt700044184.fl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



276345 

66984__2.R1011 
wty700168069.hl 

276346 

669B7_1.R1011 

uC-zmflmol7031g01bl 

BLASTX 

g2827661 

259 

3.0e-22 

66 

73 

(AL021637) hyuC-like protein [Arabidopsis thaliana] 
276347 

66990_1.R1011 

LIB3069-004-Q1-K1-F8 

BLASTX 

g3482972 

310 

2.0e-29 

168 

44 

(AL031369) putative protein [Arabidopsis thaliana] 
276348 

66991__1.R1011 

LIB3070-007-Q1-N1-H12 

BLASTX 

g3122724 

310 

3.0e-28 

69 

86 

60S RIBOSOMAL PROTEIN L38 >gi_2289009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 

276349 

67023_1.R1011 
uC-zmflm017209fllbl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



276350 

67029_1.R1011 
LIB3062-021-Q1-K1-G5 

276351 

67036_1.R1011 

uC-zmflb73247fl0b3 

BLASTX 

g3805853 

399 

l.Oe-38 

162 



38526 



% identity 

NCBI Description 



51 

(AL031986) putative protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



276352 

67038_1.R1011 
LIB3068-043-Q1-K1-D5 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 • -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276353 

67038_2.R1011 

uC- zmf IMo 17087e09bl 

276354 

67057_1.R1011 

LIB3062-001-Q1-K2-C4 

BLASTX 

gl087073 

226 

l.Oe-18 

95 
48 

(S79243) calmodulin-binding heat-shock protein, CaMBP 
[Nicotiana tabacum=tobacco, Wisconsin-38 , Peptide, 449 aa] 
[Nicotiana tabacum] 



Seq. No. 


276355 


rnnti a ID 


67075 l.RlOll 


t; 1 -mnqf FIST 


LIB3062-001-Q1-K2-E2 


Seq. No. 


276356 


Contig ID 


67094 l.RlOll 


5 '-most EST 


LIB3062-001-Q1-K2-G1 


Method 


BLASTX 


NCBI GI 


g4455233 


BLAST score 


237 


E value 


2.0e-19 


Match length 


81 


% identity 


56 


NCBI Description 


(AL035523) hypothetical prot( 


Seq. No. 


276357 


Contig ID 


67095 l.RlOll 


5* -most EST 


pmx700082963.hl 


Method 


BLASTX 


NCBI GI 


g4204297 


BLAST score 


542 


E value 


l.Oe-55 


Match length 


117 


% identity 


85 


NCBI Description 


(AC003027) ADKl [Arabidopsis 


Seq. No. 


276358 


Contig ID 


67096 l.RlOll 


5 '-most EST 


LIB3066-030-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2833378 


BLAST score 


713 


E value 


3.0e-75 



38527 



Match length 

% identity 

NCBI Description 



291 
54 

HEXOKINASE >gi_619928 (U18754) hexokinase [Arabidopsis 

thaliana] >gi_1582383_prf 2118367A hexokinase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



276359 

67097_1.R1011 
LIB3062-001-Q1-K2-G12 

276360 

67115__1.R1011 

uC-zmflb73284fl2bl 

BLASTX 

g4559384 

677 

5.0e-71 

245 

56 

(AC006526) unknown protein [Arabidopsis thaliana] 
276361 

67137_1.R1011 
LIB3062-002-Q1-K2-C11 

276362 

67138_1.R1011 

LIB3062-002-Q1-K2-C12 

BLASTX 

g3292824 

747 

l.Oe-105 

302 
64 

(AL031018) putative protein [Arabidopsis thaliana] 
276363 

67142_1.R1011 

LIB3062-002-Q1-K2-C7 

BLASTX 

g3153205 

466 

l.Oe-46 

106 
77 

{U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 

276364 

67147_1.R1011 
vux700161311.hl 

276365 

67154_1.R1011 
yyf700349508.hl 



Seq, No. 



276366 



38528 



Contig ID 
5 '-most EST 

Seq. ISio. 
Contig ID 
5 » -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
. NCBI GI 
BLAST score 
E value 



67154_2.R1011 
LIB3062-002-Q1-K2-D5 

276367 

67176__1.R1011 
uC-zmflb73001e05bl 

276368 

67179_1,R1011 
ntr700072858.hl 

276369 

67192_1.R1011 

xmt700257594.hl 

BLASTX 

g3269297 

235 

2.0e-19 

80 
57 

(AL030978) putative protein [Arabidopsis thaliana] 
276370 

67206__1.R1011 

LIB3062-003-Q1-K1-A1 

BLASTX 

g3152572 

597 

l.Oe-61 

272 
47 

(AC002986) Contains homology to DNAJ heatshock protein 
gb_U32803 from Haemophilus influenzae. [Arabidopsis 
thaliana] 

276371 

67212_1.R1011 
vux700162159.hl 

276372 

67224_1.R1011 

LIB3062-003-Q1-K1-B7 

BLASTX 

g4522007 

340 

6.0e-32 

99 

64 

(AC007069) unknown protein [Arabidopsis thaliana] 
276373 

67232_1.R1011 

dyk700102637.hl 

BLASTX 

g719291 

169 

6.0e-17 



38529 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

[U19134) unknown [Arabidopsis thaliana] 

>gi 1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 

276374 

67246_1.R1011 
LIB3062-003-Q1-K1-E2 

276375 

67247_1.R1011 

LIB3062-003-Q1-K1-E3 

BLASTN 

g3821780 

36 

2.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
276376 

67250_1.R1011 

LIB3062-003-Q1-K1-E6 

BLASTX 

g3859662 

149 

3,0e-09 

128 

30 

(AL033502) acetyl-coenzyme A synthetase [Candida albicans] 
276377 

67253_1.R1011 
uC-zmflmol7295d05bl 

276378 

67255_1.R1011 

LIB3062-003-Q1-K1-F3 

BLASTX 

g4126473 

372 

2.0e-70 

240 
61 

{AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 

276379 

67257_1.R1011 

uC-zmflmol717 5c06bl 

BLASTX 

g3378661 

796 

7.0e-86 

249 

62 

(Y13048) putative outward rectifying potassium channel 



38530 



StKCOl [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 



276380 

67263_1.R1011 

uC-zmflmol7 04 6cl2bl 

BLASTX 

g3063451 

396 

3.0e-38 

212 

42 

(AC003981) F22013.13 [Arabidopsis thaliana] 
276381 

67265_2.R1011 
uC-zmflmol7261f09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



276382 

67266_1.R1011 

LIB3062-024-Q1-K1-B9 

BLASTX 

gl944504 

742 

l.Oe-151 

299 
89 

(D64036) protein cdc2 kinase [Oryza sativa] 
276383 

67285_1.R1011 
LIB3062-038-Q1-K1-H4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 



276384 

67292_2.R1011 

ymt700223963.hl 

BLASTX 

g3080398 

185 

l.Oe-13 

164 
17 

(AL022603) putative protein [Arabidopsis thaliana] 
276385 

67294_1.R1011 

xdb700338259.hl 

BLASTN 

gl68436 

68 

l.Oe-29 

112 

98 

Zea mays catalase (Cat3) gene, complete cds 
276386 

67294_2.R1011 

LIB30 62-004-Q1-K1-B7 



38531 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276387 

67301_1.R1011 

nbin700465380.hl 

BLASTX 

g4467098 

383 

5.0e-37 

128 

53 

{AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276388 

67302_1.R1011 

LIB3062-004-Q1-K1-C7 

BLASTX 

g3820578 

251 

3.0e-21 

112 

46 

(AF084242) GTP-binding protein; CgpA [Caulobacter 
crescentus] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276389 

67303_1.R1011 

uC-zmflb73151f01a2 

BLASTX 

g2204224 

259 

2.0e-22 

60 

78 

(Y1384 9) alpha-galactosidase [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276390 

67306_1.R1011 

fdz701166245.hl 

BLASTX 

g4585876 

249 

4,0e-21 

122 
43 

(AC005850 
thaliana] 



Putative serine/threonine kinase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



276391 

67318_1.R1011 

uC- zmf ImO 1 7 2 0 5b 0 lb 1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



276392 

67330_1.R1011 

uC-zmroteosinte073c06bl 

BLASTX 

g3913464 

1072 



38532 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 



l.Oe-117 

217 

90 

BETAINE-ALDEHYDE DEHYDROGENASE (BADH) 

>gi_224 4 604_dbj_BAA21098__ {AB001348) betaine aldehyde 
dehydrogenase [Oryza sativa] 

276393 

67331_1.R1011 
LIB3062-004-Q1-K1-F8 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276394 

67333_1.R1011 
LIB3062-004-Q1-K1-G2 

276395 

67334__1.R1011 

LIB3062-004-Q1-K1-G10 

BLASTX 

g452357 

298 

5.0e-27 

90 

67 . . ^ V. 1 

(Z29591) guanine nucleotide regulatory protein [Vicia fabaj 

>gi 1098294_prf 2115367B small GTP-binding protein [Vicia 

faba] 



Seq. No. 
Contig ID 
5 '-most EST 



276396 

67344_1.R1011 
LIB3069-047-Q1-K1-A7 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276397 

67349_1.R1011 
uC-zmflb73226c07bl 

276398 

67356_1.R1011 

LIB3062-005-Q1-K1-A8 

BLASTX 

gl323746 

193 

2.0e-14 

90 
49 

(U32429) sulfur-rich/thionin-like protein 
aestivum] 



[Triticum 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



276399 

67356_2.R1011 

uC-zmflmol7297h08bl 

BLASTX 

gl323746 

184 

2.0e-13 

90 
48 



38533 



NCBI Description (U32429) sulfur-rich/thionin-like protein [Triticum 
aestivum] 

Seq. No. 276400 

Contig ID 67362_1 . RlOll 

5'-most EST xyt700342266 . hi 

Method BLASTX 

NCBI GI g4587533 

BLAST score 44 6 

E value 8,0e-48 

Match length 195 

% identity 53 . 

NCBI Description (AC007060) EST gb_AA721821 comes from this gene. 
[Arabidopsis thaliana] 

Seq. No. 276401 

Contig ID 67362__2 . RlOll 

5'-most EST cyk700047448 . f 1 

Method BLASTX 

NCBI GI g4587533 

BLAST score 294 

E value l.Oe-26 

Match length 8^8 

% identity 62 

NCBI Description {AC007060) EST gb_AA721821 comes from this gene. 

[Arabidopsis thaliana] 

Seq. No. 276402 

Contig ID 67364_1 . RlOll 

5 '-most EST uC-zmf lMol7019f 09bl 

Method BLASTX 

NCBI GI g3935173 

BLAST score 315 

E value 6.0e-29 

Match length 70 

% identity 7 6 

NCBI Description (AC004557) F17L21.16 [Arabidopsis thaliana] 
276403 

67378_1. RlOll 
nbm700473248.hl 
BLASTX 
g4503249 
184 

4 .Oe-13 

328 
23 

DEK gene >gi_54 4150_sp_P35659__DEK_HUMAN DEK PROTEIN 

>gi 284375_pir S26059 probable transforming protein (dek) 

- human >gi_30503_emb_CAA45536_ (X64229) putative oncogene 
[Homo sapiens] >gi_4007163_emb_CAA21138_ (AL031774) dek 
(putative oncogene) [Homo sapiens] 

Seq. No. 276404 

Contig ID 67392__1 . RlOll 

5'-most EST gct701174366 . hi 

Method BLASTX 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38534 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2673918 
261 

l.Oe-22 

94 
60 

(AC002561) unknwon protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276405 

67398__1.R1011 
LIB3062-005-Q1-K1-H8 



Seq. No. 
Contig ID 
5 '-most EST 



216406 

67400__1.R1011 
cat700019183.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276407 

67409_1.R1011 

LIB3069-035-Q1-K1-H2 

BLASTX 

gl491776 

328 

2.0e-30 

96 

69 

(M37636) cationic peroxidase [Arachis hypogaea] 
276408 

67415^1. RlOll 
uC-zmflmol7054ellbl 



Seq. No. 

Contig ID 
5 '-most EST 



276409 

67417_1.R1011 
LIB3062-006-Q1-K1-C7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276410 

67418_1.R1011 

uC- zmr ob 7 3 0 0 6b 0 6b 1 

BLASTX 

g4240037 

447 

6.0e-69 

177 
80 

(AB018589) ZmGR2a [Zea mays] 
276411 

67418_2.R1011 

wty700167973.hl 

BLASTX 

g4240039 

346 

2.0e-32 

70 
99 

(AB018590) ZmGR2b [Zea mays] 



Seq. No. 



276412 



38535 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67418_3.R1011 

LIB3062-006-Q1-K1-C8 

BLASTX 

g4240037 

385 

3.0e-37 

94 
84 

(AB018589) ZmGR2a [Zea mays] 
276413 

67418_4.R1011 

uC-zmflmol7194a03al 

BLASTX 

g4240039 

258 

3.0e-22 

48 
100 

(AB018590) ZmGR2b [Zea mays] 
276414 

67428_1.R1011 
uC-zmromol7 010b03al 



276415 

67433_1.R1011 
LIB3062-006-Q1-K1-F2 

276416 

67440_1.R1011 

uC-zmflb73126f05bl 

BLASTX 

g3777483 

611 

l.Oe-75 

218 

65 

(AB018695) sulfate transporter [Arabidopsis thaliana] 
276417 

67442_1.R1011 

uC-zmflb73158c06b2 

BLASTX 

g2088651 

234 

3.0e-19 

174 

36 . . 

(AF002109) hypersensitivity-related gene 201 isolog 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276418 

67452_1.R1011 
uC-zmflB73009c09bl 



Seq. No. 



276419 



38536 



Contig ID 
5 '-most EST 



67457_1.R1011 
xsy700213165.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276420 

67475__1,R1011 

LIB3062-007-Q1-K1-C5 

BLASTX 

gl877480 

247 

8.0e-21 

95 

59 

{U89270) short-chain alcohol dehydrogenase [Tripsacum 
dactyloides] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276421 

67482_1.R1011 

LIB3062-007-Q1-K1-D12 

BLASTX 

g3927830 

451 

3.0e-64 

202 

67 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
276422 

67485_1.R1011 

xsy700212279.hl 

BLASTX 

g4581109 

221 

l.Oe-17 

106 

44 

(AC005825) unknown protein [Arabidopsis thaliana] 
276423 

67492_1.R1011 
dyk700106968.hl 



Seq. No. 276424 

Contig ID 674 97_1 . RlOll 

5 '-most EST LIB3069-029-Q1-K1-D11 

Method BLASTX 

NCBI GI g3402282 

BLAST score 198 

E value 3.0e-15 

Match length 83 

% identity 42 

NCBI Description (AJ000997) proline-rich protein [Solanum tuberosum] 



Seq. No. 276425 

Contig ID 674 98_1 . RlOll 

5 '-most EST LIB3062-007-Q1-K1-E9 

Method BLASTX 

NCBI GI g4507943 



38537 



BLAST score 


560 


E value 


l.Oe-57 


Match length 


185 


% 1 d^ntitv 


56 


NCBI Description 


exportin 1 (CRMl, yeast, homolog) >gi_ 




(D89729) CRMl protein [Homo sapiens] 


Seq. No, 


276426 


Contig ID 


67502 l.RlOll 


5* -most EST 


LIB3062-007-Q1-K1-F4 


Seq. No. 


276427 


Contig ID 


67505 l.RlOll 


5 '-most EST 


LIB3136-007-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3393022 


BLAST score 


361 


E value 


4.0e-34 


Match length 


195 


% identity 


43 


NCBI Description 


(AL031174) hypothetical protein [Schi 


Seq. No. 


276428 


Contig ID 


67524 l.RlOll 


5 '-most EST 


uC-zmflmol7297d08bl 


Lie; I- J-iwU. 




NCBI GI 


g4416307 


BLAST score 


249 


E value 


4.0e-21 


Match length 


89 


% identity 


62 


NCBI Description 


(AF105716) hypothetical protein [Zea i 


Seq. No. 


276429 


Contig ID 


67537 l.RlOll 


5 '-most EST 


LIB3062~0G8-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl703089 


BLAST score 


450 


E value 


3.0e-44 


Match length 


208 


% identity 


42 


NCBI Description 


ACYLAMINO-ACID-RELSASING ENZYME (ACYL 



(APH) (ACYLAMINOACYL-PEPTIDASE) (DNF15S2 PROTEIN) 

>gi__2118063_pir JC4 655 acylaminoacyl -peptidase (EC 

3,4.19.1) - human >gi_556514_dbj_BAA07476_ (D38441) 
acylamino acid-releasing enzyme [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



276430 

67551_1.R1011 
LIB3062-008-Q1-K1-C5 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



276431 

67564_1.R1011 
qmh700030308.fl 
BLASTX 
g4580461 



38538 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



827 

l.Oe-88 

232 

69 

(AC006081) unknown protein [Arabidopsis thaliana] 
276432 

67570_1.R1011 
LIB3070-001-Q1-N1-H7 

276433 

67590_1.R1011 

gwl700615611.hl 

BLASTX 

g4218122 

153 

l.Oe-09 

212 

29 

(AL035353) putative protein [Arabidopsis thaliana] 
276434 

67608_1.R1011 
LIB3062-009-Q1-K1-A7 

276435 

67612__1.R1011 
xmt700260242.hl 

276436 

67618_1.R1011 

wev700405038.hl 

BLASTX 

g347855 

649 

4.0e-68 

150 

85 

(L21753) glucose transporter [Saccharum hybrid cultivar 
H65-7052] 

276437 

67621_1.R1011 

uC-zmflb73142bl2bl 

BLASTX 

g2194142 

231 

9.0e-40 
114 
64 

(AC002062) 
this gene. 



ESTs gb_N38288,gb_T43486,gb_AA395242 come from 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



276438 

67621_2.R1011 

qmh700027578.fl 

BLASTX 



38539 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

KCBI Description 



g2194142 
759 

8.0e-81 

188 

69 

(AC002062) 
this gene. 



ESTs gb_N38288,gb_T43486,gb_AA395242 come from 
[Arabidopsis thaliana] 



276439 

67624_1.R1011 
uC-zmrob73053d03al 

276440 

67624_2.R1011 

LIB3062-009-Q1-K1-C11 

BLASTX 

g3193287 

892 

2.0e-96 

188 
83 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB : AC002330 ) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



276441 

67630_1.R1011 

ymt700224009,hl 

BLASTX 

g2498779 

179 

5.0e-13 

112 

36 

PIR7B PROTEIN >gi_629801_pir S47087 pir7b protein - rice 

>gi_4987 4 5_emb_CAA8402 6_ (Z34271) Pir7b [Oryza sativa] 

276442 

67642_1.R1011 

nwy700444995.hl 

BLASTX 

g4507943 

398 

2. Oe-58 

268 

46 

exportin 1 (CRMl, yeast, homolog) >gi_262684 0_dbj_BAA23415_ 
(D89729) CRMl protein [Homo sapiens] 

276443 

67646_1.R1011 

LIB3062-009-Q1-K1-E11 

BLASTX 

g4531444 

350 

9.0e-33 

87 
75 



38540 



NCBI Description 



(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



276444 

67647_1.R1011 

xjt700094865.hl 

BLASTX 

g3928097 

675 

7.0e-71 

180 

64 

(AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 



276445 

67648_1.R1011 

pmx700091744.hl 

BLASTX 

g2160191 

1019 

l.Oe-111 

208 
88 

(AC000132) Identical to A. 
[Arabidopsis thaliana] 



thaliana AtK-1 (gb_X79279) . 



276446 

67650_1.R1011 

uC-zmflmol7101d04bl 

BLASTX 

g3193292 

347 

2.0e-66 

241 

51 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

276447 

67669_1.R1011 
LIB3062-009-Q1-K1-G12 

276448 

67671_1.R1011 

LIB3062-009-Q1-K1-G3 

BLASTX 

g2244970 

393 

6.0e-39 

162 

55 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi__232 6365_emb_CAA747 65_ {Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

276449 



38541 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



67675_1,R1011 
ntr700077449.hl 

276450 

67682_1.R1011 

LIB3069-042-Q1-K1-C1 

BLASTX 

g4099919 

378 

2.0e-68 

164 

74 

[U91981) pollen allergen homolog [Triticum aestivum] 
276451 

67682_2.R1011 

LIB3067-060-Q1-K1-A3 

BLASTX 

g4099919 

207 

2.0e-16 

49 
76 

(U91981) pollen allergen homolog [Triticum aestivum] 
276452 

67698_2.R1011 
pmx700084272.hl 

276453 

67700_1.R1011 

cyk700048720.fl 

BLASTX 

g3024504 

334 

6.0e-31 

76 
80 

RAS-RELATED PROTEIN RABllB >gi_623578 (L29269) putative 
[Nicotiana tabacum] 

276454 

67705_1.R1011 
LIB3062-010-Q1-K1-B5 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



276455 

67707_1.R1011 
LIB36-006-Q1-E1-C5 

276456 

67707_2.R1011 
uC-zmflb73208blla2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



276457 

67716_1.R1011 

uwc700153720.hl 

BLASTX 



38542 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4567197 
1289 

l.Oe-142 

582 
47 

(AC007168) unknown protein [Arabidopsis thaliana] 
276458 

67726_1.R1011 

uC-zmroteosinte080bl2bl 

BLASTX 

g2909521 

194 

l.Oe-14 

121 
37 

(AL021932) hypothetical protein Rv0446c [Mycobacterium 
tuberculosis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



276459 

67729__1.R1011 

kem700612203.hl 

BLASTX 

g3201615 

414 

5.0e-40 

271 

41 

(AC004 669) unknown protein [Arabidopsis thaliana] 
276460 

67730_1.R1011 
uC-zmflb73108c02al 



Seq. No. 

Contig ID 
5 '-most EST 



276461 

67735_1.R1011 
LIB3062-010-Q1-K1-E7 



Seq. No. 

Contig ID 
5 '-most EST 



276462 

67739_1.R1011 
LIB3062-010-Q1-K1-F10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276463 

67740_1.R1011 

LIB3062-010-Q1-K1-F11 

BLASTX 

g3482974 

633 

3.0e-66 

138 

88 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276464 

67743_1.R1011 
LIB84-024-Q1-E1-B7 



38543 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276465 

67743_2.R1011 
LIB3069-055-Q1-K1-E12 

276466 

67745_1.R1011 

uC-zmflmol7036c08b2 

BLASTX 

gl794137 

184 

2,0e-13 

72 
46 

(AB000402) DM025 [Drosophila melanogaster] 
276467 

67745_2.R1011 

wty700170954.hl 

BLASTX 

g547911 

569 

5.0e-67 

318 

44 

M025 PROTEIN >gi_2143483_pir 157997 hypothetical 

calcium-binding protein - mouse >gi_2 62934_bbs_121784 
(S51858) putative Ca2+ binding protein [mice, embryos. 
Peptide, 341 aa] [Mus sp.] 



Seq. No. 


276468 


Contig ID 


67749 l.RlOll 


5 '-most EST 


LIB3062-052-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3128213 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


59 


% identity 


56 


NCBI Description 


(AC004077) hypothetical protein 


Seq. No, 


276469 


Contig ID 


67758 l.RlOll 


5 '-most EST 


xmt700265973.hl 


Seq. No. 


276470 


Contig ID 


67760 l.RlOll 


5 '-most EST 


wen700336622.hl 


Method 


BLASTX 


NCBI GI 


g2655888 


BLAST score 


711 


E value 


3.0e-83 


Match length 


345 


% identity 


22 


NCBI Description 


(AL009171) 62D9.a [Drosophila me: 


Seq. No. 


276471 



38544 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



67768_1.R1011 

LIB3069-008-Q1-K1-C10 

BLASTX 

g3482914 

167 

l.Oe-11 

52 
60 

(AC003970) 
thaliana] 



Similar to nodulins and lipase [Arabidopsis 



276472 

67771_1.R1011 

pmx700084960.hl 

BLASTX 

g4539291 

558 

4.0e-57 

267 

49 

(AL049480) putative protein [Arabidopsis thaliana] 
276473 

67772_1.R1011 
LIB3062-011-Q1-K1-A8 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276474 

67775_1.R1011 
LIB3062-011-Q1-K1-B12 

276475 

67777_1.R1011 

LIB3062-011-Q1-K1-B4 

BLASTX 

g3540198 

271 

l.Oe-23 

81 
62 

(AC004260) Unknown protein [Arabidopsis thaliana] 



276476 

67779_1.R1011 

qmh700028154.fl 

BLASTX 

g465737 

169 

l.Oe-11 

186 
29 

HYPOTHETICAL 30 
>gi_630510_pir 



2 KD PROTEIN C02F5.4 IN CHROMOSOME III 

_ S44 606 C02F5,4 protein - Caenorhabditis 

eiegans >gi_289611 (L14745) coded for by C. elegans cDNA 
GenBank:CEL16D4 (M89109) ; putative [Caenorhabditis elegans] 



Seq. No. 
Contig ID 



276477 

67785 l.RlOll 



38545 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



LIB3062-011-Q1-K1-C11 
276478 

67793_1.R1011 
LIB3137-027-Q1-K1-B7 

276479 

67798_1.R1011 
xsy700217040.hl 

276480 

67805_1.R1011 
uC-2mflb73247b01a2 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



276481 

67819_1.R1011 

LIB3062-011-Q1-K1-F11 

BLASTX 

g4104058 

284 

5.0e-25 

90 
56 

(AF031195) blue copper-binding protein homolog [Triticum 
aestivum] 

276482 

67821_1,R1011 

xyt700346227,hl 

BLASTX 

g2213594 

382 

l.Oe-36 

188 
39 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
276483 

67831_1.R1011 
LIB3062-011-Q1-K1-G7 

276484 

67837_1,R1011 

uC-zmflm017212h05bl 

BLASTX 

g4105794 

343 

6.0e-32 

131 

50 

(AF049928) PGP224 [Petunia x hybrida] 
276485 

67849_1,R1011 

uC-zmflmol7223a07bl 

BLASTX 

g2262143 



38546 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1251 

l,0e-138 

331 
73 

(AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



276486 

67853__1.R1011 
cat700018319.rl 
BLASTX 
g2959358 
562 

9.0e-58 

110 
97 

{X96758) clathrin coat assembly protein AP17 [Zea mays] 

Seq. No. 276487 

Contig ID 67856_2 . RlOll 

5 '-most EST LIB3062-012-Q1-K1-B6 

Method BLASTX 

NCBI GI g2829889 

BLAST score 243 

E value 3.0e-20 

Match length 61 

% identity 84 • ^ ^ - i 

NCBI Description (AC002396) Hypothetical protein [Arabrdopsis thalianaj 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 276488 

Contig ID 678 62_1 . RlOll 

5 '-most EST gwl700614592 . hi 

Method BLASTX 

NCBI GI g2765817 

BLAST score 1172 

E value l.Oe-129 

Match length 369 

% identity 62 

NCBI Description (Z95352) AtMlo-hl [Arabidopsis thaliana] 

>gi_3892049_gb_AAC78258.1_AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 



Seq. No. 276489 

Contig ID 678 68_1 . RlOll 

5 '-most EST LIB3062-012-Q1-K1-C8 

Method BLASTX 

NCBI GI g4115934 

BLAST score 154 

E value 3.0e-16 

Match length 60 

% identity 75 

NCBI Description (AF118223) contains similarity to Methanobacterium 

thermoautotrophicum transcriptional regulator (GB : AE000850 ) 
[Arabidopsis thaliana] 



Seq. No. 276490 
Contig ID 678 69_1 . RlOll 



38547 



5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



pmx700091013.hl 
276491 

67872_1.R1011 
nbm700470995.hl 

276492 

67872_2.R1011 

wen700332227.hl 

BLASTX 

g4469014 

446 

5.0e-44 

137 
64 

(AL035602) putative protein [Arabidopsis thaliana] 
276493 

67875_1.R1011 
uC-2mflmol72 66g08bl 

276494 

67875_2.R1011 

LIB3062-019-Q1-K1-G10 

BLASTX 

g3643605 

163 

3.0e-ll 

62 
52 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
276495 

67877_1.R1011 

uC-zmroteosinte070bl0bl 

BLASTX 

g2190419 

661 

2.0e-69 

185 

70 

(Y13632) dem [Lycopersicon esculentum] 
276496 

67877_2.R1011 

uC-zmflb73083h03b2 

BLASTX 

g2190419 

598 

7.0e-62 

234 
56 

(Y13632) dem [Lycopersicon esculentum] 
276497 

67884_1.R1011 
LIB3069-023-Q1-K1-H4 



38548 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3402718 

151 

2.0e-09 

40 
62 

[AC004261) 



hypothetical protein [Arabidopsis thaliana] 



276498 

67885_1.R1011 

LIB3062-012-Q1-K1-E2 

BLASTX 

gl931652 

217 

2.0e-17 

127 

14 

(U95973) phosphatidylinositol-4-phosphate 5-kinase isolog 
[Arabidopsis thaliana] 

276499 

67892_1.R1011 

uC-zmflb73067d07al 

BLASTX 

g4185499 

185 

l.Oe-13 

66 

44 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



276500 

67897_1.R1011 
LIB3062-012-Q1-K1-F5 

276501 

67898_1.R1011 

pwr700452810.hl 

BLASTX 

g2498731 

631 

9.0e-66 

204 

57 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi 1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_88 6428_emb_CAA8 9838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

276502 

67907_1.R1011 
uC-zmflb73235f02b2 



Seq. No. 



276503 



38549 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67911__1.R1011 

xsy700210706.hl 

BLASTX 

g4455244 

429 

6.0e-42 

210 
42 

(AL035523) MtN3-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276504 

67911_2.R1011 

LIB3136-005-Q1-K1-G9 

BLASTX 

g4539359 

168 

2.0e-ll 

60 
57 

(AL04 9525) putative protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



276505 

67911_3.R1011 
cat700020739.rl 



Seq. No. 
Contig ID 
5 » -most EST 



276506 

67922_1.R1011 
LIB3062-012-Q1-K1-H8 



Seq. No. 
Contig ID 
5 '-most EST 



276507 

67931_1.R1011 
LIB3062-013-Q1-K1-A7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276508 

67939_1.R1011 

yyf700348335.hl 

BLASTX 

g3818624 

544 

l.Oe-55 

118 
86 

(AF095912) actin related protein 2; ARP2 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276509 

67940_1.R1011 
LIB3062-013-Q1-K1-B6 



Seq. No. 
Contig ID 
5^ -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



276510 

67947_1.R1011 

LIB3062-013-Q1-K1-C2 

BLASTX 

g3860258 

343 

5.0e-32 
119 



38550 



% identity 55 

NCBI Description (AC005824) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



276511 

67951__1.R1011 

uC-zmflmol7305f01al 

BLASTX 

g3080427 

1408 

l.Oe-156 

410 

65 

(AL022604) putative protein [Arabidopsis thaliana] 
276512 

67951_3.R1011 
xyt700343837.hl 

276513 

67959_1.R1011 

uC-zmflmol7164f02bl 

BLASTX 

g3882215 

190 

5.0e-14 

134 
36 

(AB018290) KIAA0747 protein [Homo sapiens] 
276514 

67969^1. RlOll 

xjt700095670.hl 

BLASTX 

g3935152 

981 

l.Oe-114 

310 

67 

(AC005106) T25N20.16 [Arabidopsis thaliana] 
276515 

67971_1.R1011 

uC-zmflb73178dl0bl 

BLASTX 

g4097948 



l.Oe- 

327 
82 



■142 



(U72255) beta-1, 3-glucanase precursor [Oryza sativa] 



276516 

67982_1.R1011 

pmx700085079.hl 

BLASTX 

gl431629 

620 



38551 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



2.0e-64 

168 

62 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
276517 

67984_1.R1011 
LIB3069-028-Q1-K1-E9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276518 

67986_1.R1011 

uC-zmroteosinte004f 03bl 

BLASTX 

g2947063 

240 

8.0e-20 
153 
37 

(AC002521) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



276519 

67986_2,R1011 
uC-zmflb73093h09al 



Seq. No. 

Contig ID 
5 '-most EST 



276520 

67989_1.R1011 
ceu700432419.hl 



Seq. No. 
Contig ID 
5 '-most EST 



276521 

67993_1.R1011 
uwc700153304.hl 



Seq. No. 
Contig ID 
5 '-most EST 



276522 

67996_1.R1011 
LIB3062-013-Q1-K1-H6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



276523 

68007_1.R1011 
uC-zmrob7 3050e06bl 

276524 

68007_2.R1011 

xjt700094340.hl 

BLASTX 

g3618320 

622 

l.Oe-64 

150 

75 

(AB001888) zinc finger protein [Oryza sativa] 
276525 

68013_1.R1011 
hbs701184515.hl 
BLASTX 
g4038352 



38552 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



427 

6.0e-42 

180 

47 

(AF098 951) breast cancer resistance protein [Homo sapiens] 
276526 

68017_1.R1011 

rvt700551639,hl 

BLASTX 

g3152582 

473 

3.0e-47 

183 
51 

{AC002986) YUP8H12R.20 [Arabidopsis thaliana] 
276527 

68019__1.R1011 
LIB3062-014-Q1-K1-C10 



Seq, No. 
Contig ID 
5 '-most EST 



276528 

68022_1.R1011 
uer700582163.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276529 

68023_1.R1011 

uC-zmflb73018h04bl 

BLASTX 

gl255430 

285 

2.0e-25 

124 

45 

(U53155) No definition line found [Caenorhabditis elegans] 
276530 

68023_3.R1011 
hbs701182122.hl 



Seq. No. 
Contig ID 
5 '-most EST 



276531 

68023_4.R1011 
uC-zmflb73185f04bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



276532 

68032_1.R1011 
LIB3062-014-Q1-K1-D4 

276533 

68040_1.R1011 
LIB3062-014-Q1-K1-E2 

276534 

68043_1.R1011 

LIB3062-014-Q1-K1-E5 

BLASTX 

g4574141 



38553 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



574 

2.0e-59 

141 

76 

(AF073698) 



cysteine synthase [Oryza sativa] 



276535 

68055_1.R1011 

LIB3062-014-Q1-K1-F6 

BLASTX 

g3036807 

407 

2.0e-39 

140 
57 

(AL022373) putative protein [Arabidopsis thaliana] 
276536 

68065_1.R1011 

LIB3062-014-Q1-K1-G5 

BLASTX 

g4512671 

264 

9.0e-23 

111 

50 

(AC006931) unknown protein [Arabidopsis thaliana] 
276537 

68068_1.R1011 
xjt700092611,hl 

276538 

68080_1.R1011 

uC-zmflmol7036b07b2 

BLASTX 

g4539459 

175 

7.0e-12 

183 
31 

(AL049500) putative protein [Arabidopsis thaliana] 



Seq. No. 


276539 


Contig ID 


68080 3.R1011 


5 '-most EST 


uC-zmflb73356e06a2 


Seq. No. 


276540 


Contig ID 


68080 4.R1011 


5 '-most EST 


rvl700457686.hl 


Seq. No. 


276541 


Contig ID 


68081 l.RlOll 


5 '-most EST 


LIB30 62-015-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2618687 


BLAST score 


190 



38554 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



2.0e-14 

68 
60 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
276542 

68086_1.R1011 

pmx700091587.hl 

BLASTX 

g3687240 

251 

3.0e-21 

112 
46 

(AC005169) extensin-like protein [Arabidopsis thaliana] 
276543 

68086_2.R1011 
ymt700224561,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276544 

68107_1.R1011 

LIB3062-015-Q1-K1-C4 

BLASTX 

g3386609 

168 

l.Oe-11 

130 
36 

{AC004665) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276545 

68112_1,R1011 

LIB3062-015-Q1-K1-D1 

BLASTX 

g3024583 

234 

2.0e-19 

90 

50 

RT14 PROTEIN HOMOLOG >gi_234 7196 
isolog [Arabidopsis thaliana] 



(AC002338) RT14 protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 



276546 

68119_1.R1011 

fC-zmst700620845fl 

BLASTX 

g2791278 

535 

4,0e-54 

492 
32 

(Z69257) beta-xylosidase [Hypocrea jecorina] 
276547 

68120 l.RlOll 



38555 



5 '-most EST 



uC-zmflb7 3274d05al 



Seq. No. 276548 

Contig ID 68128_1 .RlOll 

5 '-most EST uC-zmflm017086b05bl 

Seq. No. 276549 

Contig ID 68134_1. RlOll 

5 '-most EST LIB3062-015-Q1-K1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276550 

68137_1. RlOll 

LIB3062-015-Q1-K1-F4 

BLASTX 

g99733 

324 

4 .0e-30 

134 

49 

hypothetical protein Hlflk - Arabidopsis thaliana 
(fragment) >gi_16482_emb_CAA44 318_ (X62461) Hlflk 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276551 

68159_1. RlOll 

uC-zmflmol7185el0bl 

BLASTX 

g3522945 

169 

7.0e-12 

116 

34 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276552 

68166_1. RlOll 

xsy700208683.hl 

BLASTX 

g4455364 

189 

4.0e-14 
73 
49 

(AL035524) 
thaliana] 



senescence-associated protein-like [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276553 

68181_1. RlOll 

uC-zmflB73004f05bl 

BLASTX 

g3377803 

690 

l.Oe-72 

182 

79 

(AF075597) Similar to (p)ppGpp synthetase; T2H3.9 
[Arabidopsis thaliana] 



38556 



Seq, No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276554 

68195_1.R1011 

LIB3062-016-Q1-K1-D2 

BLASTX 

g544184 

1166 

l.Oe-128 
304 

68 

4-ALPHA-GLUCANOTRANSFERASE PRECURSOR ( AMYLOMALTASE ) 
(DISPROPORTIONATING ENZYME) (D-ENZYME) 

>gi_322785_pir ^A45049 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48 630_ (X68 664) 
4-alpha-glucanotransf erase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276555 

68205_1.R1011 

uC-zmflb73014h01al 

BLASTX 

g4335745 

235 

4.0e-33 

179 
43 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276556 

68216_1.R1011 

LIB3062-016-Q1-K1-F12 

BLASTX 

gll61566 

174 

2.0e-12 

53 

58 

(X94 943) peroxidase [Lycopersicon esculentum] 



Seq. No. 

Contig ID 
5 '-most EST 



276557 

68225_1.R1011 
uC-zmflmol7015hl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276558 

68255_1.R1011 

ymt700219782.hl 

BLASTX 

g2829888 

1138 

l.Oe-125 

442 

54 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



276559 

68255 2.R1011 



38557 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5V-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



uer700580312.hl 

BLASTX 

g2829888 

254 

l.Oe-21 

106 
52 

{AC002396) Hypothetical protein [Arabidopsis thaliana] 
276560 

68261_1.R1011 

pmx700089745.hl 

BLASTX 

g2262104 

386 

3.0e-37 

115 
61 

(AC002343) unknown protein [Arabidopsis thaliana] 



276561 

68270_1.R1011 

LIB3062-017-Q1-K1-C9 

BLASTX 

g4572674 

301 

3.0e-27 

64 

81 

(AC006954) unknown protein 



[Arabidopsis thaliana] 



276562 

68278_1.R1011 

uC-zmflb73317e05bl 

BLASTX 

g3414809 

183 

4.0e-13 

159 
10 

(AF061529) rjs [Mus musculus] 
276563 

68278_2.R1011 

uC-zmroteosinte04 6g06bl 

BLASTX 

g4079809 

199 

3.0e-15 

182 
3 

(AF071172) HERC2 [Homo sapiens] 
276564 

68280_1.R1011 

LIB30 62-017-Q1-K1-D7 



38558 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276565 

68281_1.R1011 

kem700612170,hl 

BLASTX 

g2275202 

561 

l.Oe-57 

158 
60 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276566 

68281_2,R1011 

zuv700356052.hl 

BLASTX 

gl617270 

177 

5.0e-13 

59 
56 

(X94 624) acyl-CoA synthetase [Brassica napus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276567 

68305_1.R1011 

LIB3062-018-Q1-K1-G9 

BLASTX 

g2827663 

221 

7.0e-18 

168 

6 

(AL021637) membrane-associated salt-inducible-like protein 
[Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276568 

68306_1.R1011 

LIB3062-017-Q1-K1-G12 

BLASTX 

g4510373 

227 

2.0e-18 
106 
42 

(AC007017) 
thaliana] 



putative harpin-induced protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276569 

68308^1. RlOll 

LIB3062-017-Q1-K1-G3 

BLASTX 

g3935138 

536 

3.0e-56 

192 
56 

{AC005106) T25N20.2 [Arabidopsis thaliana] 



38559 



Seq. No. 


276570 


Contig ID 


68308 2.R1011 


5 '-most EST 


uC-zmflmol7045f03bl 


Seq. No. 


276571 


Contig ID 


68308 5.R1011 


5 '-most EST 


ckd700461177,hl 


Method 


•7—1 T TV omv 

BLASTX 


NCBI GI 


g3935138 


BLAST score 


188 


E value 


l.Oe-14 


Match length 


84 


% identity 


45 


NCBI Description 


(AC005106) T25N20.2 [Arabidopsis thaliana] 


Seq. No. 


276572 


Contig ID 


68327 l.RlOll 


5 '-most EST 


wen700334926.hl 


Method 


BLAb iX 


NCBI GI 


g4091008 


BLAST score 


406 


E value 


7.0e-40 


Match length 


7 6 


% identity 


96 


NCBI Description 


(AF040700) methionyl-tRNA synthetase [Oryza sativa] 


Seq. No. 


276573 


Contig ID 


68332 l.RlOll 


5 '-most EST 


LIB3062-018-Q1-K1-A7 


Seq. No. 


276574 


Contig ID 


68365 l.RlOll 


5 '-most EST 


LIB3069-029-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2462826 


BLAST score 


285 


E value 


4.0e-25 


Match length 


217 


% identity 


35 


NCBI Description 


(AF000657) unknown protein [Arabidopsis thaliana] 


Seq. No. 


276575 


Contig ID 


68368 l.RlOll 


5 '-most EST 


LIB3062-030-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2529663 


BLAST score 


589 


E value 


8.0e-61 


Match length 


148 


% identity 


73 


NCBI Description 


(AC002535) putative lysophospholipase [Arabidopsis 


thaliana] >gi_3738277 (AC005309) putative lysophospholipase 




[Arabidopsis thaliana] 


Seq. No. 


276576 


Contig ID 


68369_1.R1011 



38560 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73307a05bl 

BLASTX 

g2586082 

338 

2.0e-31 
191 
38 

(U72725) 



retrofit [Oryza longistaminata] 



276577 

68370_1.R1011 
ntr700072641.hl 

276578 

68378_1.R1011 
LIB3062-018-Q1-K1-F9 

276579 

68382_1.R1011 
dyk700102437.hl 
BLASTX 
g3786011 
702 

4.0e-74 

207 
70 

{AC005499) putative elongation factor [Arabidopsis 
thaliana] 

276580 

68382_2.R1011 
LIB3062-018-Q1-K1-G12 
BLASTX 
g3786011 
516 

2.0e-52 

132 
80 

{AC005499) putative elongation factor [Arabidopsis 
thaliana] 

276581 

68388^1. RlOll 
uwc700155113.hl 

276582 

68399_1.R1011 
LIB3062-019-Q1-K1-A10 
BLASTX 
gl706130 
468 

2.0e-61 
176 
72 

CDPK-RELATED PROTEIN KINASE (PK421) >gi_212 9917_pir 
calcium-dependent protein kinase homolog - carrot 
>gi_110338 6_emb__CAA58750_ (X83869) CDPK-related protein 



S6005 



38561 



kinase [Daucus carota] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276583 

68413_1.R1011 

uC-zmflmol7187al0bl 

BLASTX 

g3880145 

194 

2.0e-14 

115 
37 

(Z68319) similar to tyrosine specific protein phosphatase 
cDNA EST yk4 60c9.5 comes from this gene [Caenorhabditis 
elegans] 



Seq. No. 

Contig ID 
5 '-most EST 



276584 

68419_1.R1011 
LIB3062-019-Q1-K1-B9 



Seq. No. 
Contig ID 
5 '-most EST 



276585 

68420_1.R1011 

LIB30 62-019-Q1-K1-C1 



Seq. No. 

Contig ID - 
5 '-most EST 



276586 

68424_1.R1011 
lhp700053469.rl 



Seq. No. 

Contig ID 
.5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



276587 

68428_1.R1011 

ntr700074124.hl 

BLASTX 

g2239260 

843 

2.0e-96 

274 
61 

(Y13734) cinnamoyl CoA reductase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276588 

68458_1.R1011 

uC-zmroteosintell5bl2bl 

BLASTX 

gl00226 

454 

8.0e-45 

258 
37 

hypothetical protein - tomato >gi__19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_4 4 5619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



276589 

68467_1.R1011 

LIB3062-019-Q1-K1-G8 

BLASTX 

g4325354 



38562 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



339 

l.Oe-31 

164 
46 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, E=0.051, E= 1) [Arabidopsis thaliana] 



Seq. No. 


276590 


Contig ID 


68473 l.RlOll 


5 '-most EST 


uC-zmroB73014c09bl 


Method 


BLASTX 


NCBI GI 


g4567269 


BLAST score 


757 


E value 


l.Oe-80 


Match length 


217 


% identity 


68 

(AC006841) unknown protein [Arabidopsis thaliana] 


NCBI Description 


Seq. No. 


276591 


Contig ID 


68481 l.RlOll 


5 '-most EST 


uC-zmflb7302 6d06bl 


Method 


BLASTX 


NCBI GI 


g4432814 


BLAST score 


379 


E value 


l.Oe-35 


Match length 


312 


% identity 


30 


NCBI Description 


(AC006593) unknown protein [Arabidopsis thaliana] 


Seq. No. 


276592 


Contig ID 


68481 2.R1011 


5 ' -most EST 


uC-zmflb731215d04al 


Seq. No. 


276593 


Contig ID 


68482_1.R1011 


5 '-most EST 


uC-zmroteosinte047h03bl 


Method 


BLASTX 


NCBI GI 


g4056483 


BLAST score 


774 


E value 


2.0e-82 


Match length 


252 


% identity 


64 


NCBI Description 


(AC005896) hypothetical protein [Arabidopsis thai 


Seq. No. 


276594 


Contig ID 


68492 l.RlOll 


5 '-most EST 


cat700018875.rl 


Method 


BLASTX 


NCBI GI 


g2894612 


BLAST score 


535 


E value 


2.0e-54 


Match length 


145 


% identity 


70 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana 


Seq. No. 


276595 



38563 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68501_1.R1011 

wyr700239741,hl 

BLASTX 

g3600036 

280 

4.0e-24 

334 

33 

(AF080119) contains similarity to protein kinase domains 
(Pfam: pkinase.hmm, score: 227.04) [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276596 

68501_2.R1011 

LIB3067-053-Q1-K1-F9 

BLASTX 

g3600036 

204 

5.0e-16 

85 
54 

(AF080119) contains similarity to protein kinase domains 
(Pfam: pkinase.hmm, score: 227.04) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276597 

68504_1.R1011 

uC-zmflmol7266e08bl 

BLASTX 

g2702277 

908 

4 . Oe-98 

291 

63 

(AC0030331 
thaliana] 



putative cyclin g-associated kinase [Arabidopsis 
>gi_2914689 (AC003974) putative cyclin 



g-associated kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276598 

68507__1.R1011 

LIB3062-031-Q1-K1-B9 

BLASTX 

g4539525 

665 

2,0e-69 

378 

42 

(AJ012370) NAALADase II protein [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276599 

68510_1,R1011 

LIB3137-020-Q1-K1-H5 

BLASTX 

g3461842 

321 

2.0e-29 

197 

37 

(AC005315) putative receptor protein kinase [Arabidopsis 



38564 



® 



thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276600 

68512_1.R1011 

pmx700091681.hl 

BLASTX 

g3668077 

149 

3.0e-09 

81 
44 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
276601 

68512_2.R1011 

wyr700242546.hl 

BLASTX 

g3668077 

152 

l.Oe-09 

86 

42 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276602 

68541_1.R1011 
uC-zmflmol7 030d07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276603 

68544_1.R1011 

gwl700615478.hl 

BLASTX 

gl703105 

248 

9.0e-21 

166 

41 

ACTIN, CYTOPLASMIC (ACTIN, MACRONUCLEAR) 
{U18940) actin I [Oxytricha trifallax] 



>gi_622989 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276604 

68552_1.R1011 

uC-zmroteosinte020gl0bl 

BLASTX 

g3218521 

197 

4.0e-15 

122 
40 

(AL023874) l-evidence=predicted by content; 
l-method=genef inder; 084 ; l-method_score=73 . 05; 

1- evidence_end; 2-evidence=predicted by match; 

2- match_accession=SWISS-PROT:P7 8381; 

2-match_description-UDP-GALACT0SE TRANSLOCATOR (UDP- 



Seq. No. 
Contig ID 



276605 

68583 l.RlOll 



38565 



® 



5 '-most EST 



dyk700102746.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 



276606 

68583_2.R1011 
pmx700090020.hl 

276607 

68586_1.R1011 

LIB3062-021-Q1-K1-C11 

BLASTX 

gl930081 

1140' 

l.Oe-125 

337 

65 

(U92878) acyl-ACP thioesterase 
276608 

68600_1.R1011 
kem700611004.hl 



[Garcinia mangostana] 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



276609 

68600__2.R1011 
LIB3062-021-Q1-K1-D2 

276610 

68603_1,R1011 

ymt700224819.hl 

BLASTX 

g2635765 

156 

2.0e-14 

74 

58 

(Z99120) similar to NifS protein homolog [Bacillus 
subtilis] 

276611 

68603_2.R1011 

uC-zmflb73128d04bl 

BLASTX 

gl001708 

336 

2,0e-31 

126 

54 

(D64004) NifS [Synechocystis sp.] 
276612 

68606_1,R1011 

LIB30 62-02 1-Ql-Kl-ElO 

BLASTX 

g3337367 

186 

l.Oe-13 

77 
42 



38566 



NCBI Description 



(AC004481) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276613 

68610_1.R1011 

uC-zmflmol7223d05al 

BLASTX 

gl652057 

155 

4.0e-10 

82 
41 

(D90902) hypothetical protein [Synechocystis sp. 



Seq, No. 
Contig ID 
5 '-most EST 



276614 

68617_1.R1011 
LIB3062-021-Q1-K1-F1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276615 

68619_1.R1011 

uC-zmflb73272hl2bl 

BLASTX 

g3367574 

427 

l.Oe-41 

243 
38 

{AL031135) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276616 

68638__1.R1011 
LIB3062-021-Q1-K1-G9 



Seq. No. 

Contig ID 
5 '-most EST 



276617 

68645_1.R1011 
ntr700074572.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276618 

68645_2.R1011 

LIB3067-033-Q1-K1-A5 

BLASTX 

g3341694 

248 

6.0e-21 

100 
47 

(AC003672) PREG-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276619 

68646_2.R1011 
cat700017291.rl 



Seq. No. 

Contig ID 
5 '-most EST 



276620 

68650_1.R1011 
cyJc700049035.fl 



Seq. No. 

Contig ID 



276621 

68653 l.RlOll 



38567 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB83-006-Q1-E1-E5 
276622 

68667_1.R1011 
cyk700049130.fl 

276623 

68668_1.R1011 

LIB3062-022-Q1-K1-B4 

BLASTX 

g2463588 

160 

5.0e-ll 

66 
47 

(D38534) FB1035 precursor [Ananas comosus] 
276624 

68670_1.R1011 

LIB3062-022-Q1-K1-B6 

BLASTX 

g2702280 

396 

2.0e-38 
97 
77 

(AC003033) 
thaliana] 



photomorphogenesis repressor COPl [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



276625 

68673_1.R1011 

wyr700240561.hl 

BLASTX 

g3860333 

206 

2.0e-16 

59 

61 

(AJ012693) basic blue copper protein [Cicer arietinum] 
276626 

68674_1.R1011 

LIB3062-022-Q1-K1-C11 

BLASTX 

g4185139 

233 

3.0e-19 

54 
74 

{AC005724) putative diacylglycerol kinase [Arabidopsis 
thaliana] 

276627 

68682_1.R1011 
LIB3062-022-Q1-K1-D10 



Seq. No. 



276628 



38568 



Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68683_1.R1011 

tzu700202546.hl 

BLASTX 

g3820531 

779 

5.0e-83 

260 
57 

{AF072736) beta-glucosidase [Pinus contorta] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276629 

68688_1.R1011 

wyr700235374.hl 

BLASTX 

g2244970 

839 

4.0e-90 

242 
62 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb__CAA747 65_ (¥14423) putative cell wall 
protein [Arabidopsis thaliana] 



Seq. No. 


276630 


Contig ID 


68691 l.RlOll 


5^ -most EST 


cjh700196477 .hi 


Method 


BLASTX 


NCBI GI 


g3763933 


BLAST score 


636 


E value 


3.0e-66 


Match length 


174 


% identity 


76 


NCBI Description 


(AC004450) unknown 


Seq. No. 


276631 


Contig ID 


68691 2. RICH 


5 '-most EST 


LIB3062-022-Q1-K1-] 


Method 


BLASTX 


NCBI GI 


g3763933 


BLAST score 


280 


E value 


5.0e-27 


Match length 


95 


% identity 


71 


NCBI Description 


(AC004450) unknown 


Seq. No. 


276632 


Contig ID 


68691 4. RICH 


5 '-most EST 


fdz701163022.hl 


Seq. No. 


276633 


Contig ID 


68694 l.RlOll 


5 '-most EST 


LIB3062-022-Q1-K1- 


Seq. No. 


276634 


Contig ID 


68699 l.RlOll 


5 '-most EST 


LIB3062-022-Q1-K1- 


Method 


BLASTX 



38569 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3176709 
290 

9.0e-26 

175 

34 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276635 

68701_1.R1011 

uC-zmflb73066g01bl 

BLASTX 

g3184283 

1224 

l.Oe-135 

295 

83 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276636 

68712_1.R1011 
xsy700209608.hl 



Seq. No. 

Contig ID 
5 '-most EST 



276637 

68724_1.R1011 

uC- zmf Imo 1 7 3 1 3 gO 6bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276638 

68725_1.R1011 

uC-zmflb73100h06bl 

BLASTX 

g2583120 

306 

8.0e-28 

142 

45 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276639 

68728_1.R1011 

LIB3062-022-Q1-K1-H11 

BLASTX 

g3641837 

942 

l.Oe-105 

266 

77 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



S-eq. No. 
Contig ID 
5 '-most EST 
Method 



276640 

68733_1.R1011 

LIB3068-003-Q1-K1-E7 

BLASTN 



38570 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g902200 
563 

0,0e+00 

631 

98 

Z.mays complete chloroplast genome 
276641 

68750_1.R1011 

uC-zmflb73301a04b2 

BLASTX 

g2961384 

225 

2.0e-18 

109 

38 

(AL022141) aldehyde dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



276642 

68753_1.R1011 

LIB83-013-Q1-E1-H1 

BLASTX 

g3660548 

265 

3.0e-23 

78 

63 

(AB013815) DREBIA [Arabidopsis thaliana] 
276643 

68753_2.R1011 
LIB3062-023-Q1-K1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276644 

68762_1.R1011 

wyr700237475.hl 

BLASTX 

g2832632 

534 

3.0e-54 

246 
48 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
276645 

68769_1.R1011 
uC-zmflmol7051f03bl 



Seq. No, 

Contig ID 
5 '-most EST 



276646 

68777_1.R1011 
LIB3137-062-Q1-K1-G9 



Seq. No. 
Contig ID 
5 '-most EST 



276647 

68782_1.R1011 
LIB3062-023-Q1-K1-E10 



38571 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276648 

68791_1.R1011 

LIB3069-050-Q1-K1-G5 

BLASTX 

g3738334 

231 

l.Oe-18 

126 

38 

(AC005170) unknown protein [Arabidopsis thaliana] 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



276649 

68800_1.R1011 

tfd700570294.hl 

BLASTX 

g2944417 

169 

l.Oe-11 

82 
48 

{AF049881) peroxidase FLXPER4 [Linum usitatissimum] 
276650 

68802_1.R1011 
LIB3062-023-Q1-K1-G10 



Seq. No. 

Contig ID 
5 '-most EST 



276651 

68802_2.R1011 
rvt700552428.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276652 

68818_1.R1011 

xdb700341749.hl 

BLASTX 

g3252807 

415 

3.0e-40 

182 

49 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
276653 

68837^1. RlOll 

xsy700213469.hl 

BLASTX 

g4126403 

449 

2.0e-44 

174 

47 

(AB011796) flavonol synthase [Citrus unshiu] 



Seq. No. 

Contig ID 
5 '-most EST 



276654 

68839_1.R1011 
ceu700429803.hl 



Seq. No. 



276655 



38572 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



68846_1.R1011 
LIB3066-035-Q1-K1-G3 

276656 

68846_2.R1011 
uC-zmroteosinte017g08bl 

276657 

68855__1.R1011 
LIB3062-024-Q1-K1-E6 

276658 

68858_1.R1011 
hbs701184654.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



276659 

68866_1.R1011 

hbs701183412.hl 

BLASTX 

g3184074 

246 

l.Oe-20 

192 
33 

(AL023779) coatomer beta' subunit 
[Schizosaccharomyces pombe] 



(beta' coat protein) 



276660 

68867_1.R1011 

qmh700027972.fl 

BLASTX 

g4567205 

359 

5,0e-50 

171 

65 

(AC007168) putative trehalose-6-phosphate phosphatase 
[Arabidopsis thaliana] 

276661 

68867_2.R1011 

uC-zmflmol7321el2bl 

BLASTX 

g4567205 

841 

3.0e-90 

227 

71 

(AC007168) putative trehalose-6-phosphate phosphatase 
[Arabidopsis thaliana] 

276662 

68867_3.R1011 

cyk700049832.fl 

BLASTX 

g4567205 

302 



38573 



E value 


2.0e-40 


Match length 


170 


% identity 


56 


NCBI Description 


(AC007168) putative trehalose- 




[Arabidopsis thaliana] 


Seq. No. 


276663 


Contig ID 


68869 l.RlOll 


5 '-most EST 


dyk700104493.hl 


Method 


BLASTX 


NCBI GI 


giL)4 / 104 


BLAST score 


533 


E value 


3.0e-54 


Match length 


168 


% identity 


oo 


NCBI Description 


(AF058919) No definition line 


Seq. No. 


276664 


Contig ID 


68870 l.RlOll 


5 '-most EST 


LIB3136-014-Q1-K2-G6 


Seq. No. 


276665 


Contig ID 


68872 l.RlOll 


5 '-most EST 


uC-zmflb73239gl0b2 


Method 


BLASTX 


NCBI GI 


gZ / j9ioD 


BLAST score 


370 


E value 


7.0e-35 


Match length 


181 


% identity 


45 


NCBI Description 


(AC002505) SF16 like protein 


Seq. No. 


276666 


Contig ID 


68887 l.RlOll 


5 '-most EST 


bdu700382356.hl 


Method 


BLASTX 


NCBI GI 


gl706102 


BLAST score 


244 


E value 


z . ue— 


Match length 


99 


% identity 


45 


NCBI Description 


CLEAVAGE AND POLYADENYLATION 


SUBUNIT (CPSF 160 KD SUBUNIT) 




and polyadenylation specifici 


Seq. No. 


276667 


Contig ID 


68888 l.RlOll 


5 '-most EST 


LIB3062-025-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4583652 


BLAST score 


162 


E value 


8.0e-ll 


Match length 


55 



160 KD 



% identity 

NCBI Description 



49 

(AJ01034 6) RING-H2 [Homo sapiens] 

>gi_4 583654_emb_CAB40414.1_ (AJ010347) RING-H2 [Homo 
sapiens] 



38574 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276668 

68891_1.R1011 

LIB3062-025-Q1-K1-A6 

BLASTX 

gl33314 

203 

7.0e-16 

114 

46 

DNA-DIRECTED RNA POLYMERASE I LARGEST SUBUNIT 

>gi 479434_pir S33884 DNA-directed RNA polymerase (EC 

2.777,6) I largest chain - Euplotes octocarinatus {SGC9) 

>gi_2133433_pir S73102 DNA-directed RNA polymerase {EC 

2.7.7.6) I largest chain RPAl - Euplotes octocarinatus 
(SGC9) (fragment) >gi_578406_emb_CAA47 066_ (X66450) 
DNA-directed RNA polymerase I largest subunit [Euplotes 
octocarinatus ] 



Seq. No. 
Contig ID 
5^ -most EST 



276669 

68894_1,R1011 
LIB3062-025-Q1-K1-A9 



Seq. No. 
Contig ID 
5^ -most EST 



276670 

68904_1.R1011 
LIB3062-025-Q1-K1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276671 

68918__1.R1011 

cyk700051819.fl 

BLASTX 

g3068705 

200 

2.0e-15 

102 

48 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276672 

68923_1.R1011 
dyk700102896.hl 



Seq. No. 
Contig ID 
5 '-most EST 



276673 

68930_1.R1011 
LIB3137-027-Q1-K1-C1 



Seq. No. 

Contig ID 
5 '-most EST 



276674 

68936_1.R1011 
LIB3062-025-Q1-K1-F1 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



276675 

68944_1.R1011 

uwc700152587.hl 

BLASTX 

g4006829 

985 

l.Oe-107 



38575 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



268 
72 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
276676 

68944_2.R1011 
uC-zmfImol70113g06bl 

276677 

68955_1.R1011 
LIB3062-025-Q1-K1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276678 

68963_1.R1011 

uC-zmflmol7118b06bl 

BLASTX 

gl800223 

221 

9.0e-18 

133 
39 

(U65018) mannosyltransf erase [Dictyostelium discoideum] 



276679 

68968_1.R1011 

LIB3062-026-Q1-K1-A1 

BLASTX 

g2827555 

265 

3,0e-23 

92 

58 

(AL021635) Translation 
[Arabidopsis thaliana] 



factor EF-1 alpha - like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276680 

68977_1.R1011 

ntr700074812.hl 

BLASTX 

g4539305 

661 

6.0e-96 

257 

62 

(AL04 9480) putative protein [Arabidopsis thaliana] 
276681 

68978_1.R1011 

LIB30 62-02 6-Ql-Kl-Bl 

BLASTX 

g3874271 

292 

8.0e-26 

74 
70 

(Z81467) predicted using Genefinder; Similarity to 
Drosophila UDP-glucose : glycoprotein glucosyltransf erase 



38576 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(TR:Q09332); cDNA EST yk250bl0.3 comes from this gene; cDNA 
EST yk250bl0.5 comes from this gene [Caenorhabditis 
elegans] >gi_387 6437_emb_CAB04 207_ (Z81516) predicted using 
Genefinder; Similarity to Drosophila 

UDP-glucose: glycoprotein glucosyltransf erase (TR:Q09332) ; 
cDNA EST yk250bl0.3 comes from this gene; cDNA EST 
yk250bl0.5 comes from this gene [Caenorhabditis elegans] 

276682 

68978_2.R1011 
pwr700453268.hl 

276683 

68998_1.R1011 

hbs701183211.hl 

BLASTX 

g4539314 

483 

3.0e-48 

212 
47 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
276684 

69004_1.R1011 

uC-zmflb73140d07bl 

BLASTX 

gl22771 

598 

7.0e-67 

262 

55 

TRANSCRIPTION FACTOR HBP-lA (HISTONE-SPECIFIC TRANSCRIPTION 

FACTOR HBPl) >gi_100808_pir S1534 6 transcription factor 

HBP-la - wheat >gi_100838_pir ^A4134 9 histone-specif ic 

transcription factor HBPl - wheat >gi_21633_emb__CAA4 0101_ 
(X56781) HBP-la [Triticum aestivum] >gi_170749 (M28704) 
DNA-binding protein [Triticum aestivum] 

>gi_11997 90_dbj_BAA0728 9_ (D38111) transcription factor 
HBP-la (17) [Triticum aestivum] 



Seq. No. 

Contig ID 
5 '-most EST 



276685 

69008_1.R1011 
uC-zmroteosinte080hllbl 



Seq. No. 

Contig ID 
5 '-most EST 



276686 

69012_1.R1011 
hbs701185619.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



276687 

69019_1,R1011 

uC-zmflb73073d04b3 

BLASTX 

g2429288 

314 

5.0e-29 

82 



38577 



% identity 71 

NCBI Description (AF014468) peroxidase [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276688 

69023_1.R1011 

LIB3062-026-Q1-K1-F6 

BLASTX 

g3702340 

461 

6.0e-46 

179 

49 

(AC005397) hypothetical protein [Arabidopsis thalxana] 



Seq, No. 
Contig ID 
5 '-most EST 



276689 

69029_1.R1011 
xirit700268040.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276690 

69039_1.R1011 

uC-zmflb73301dllb2 

BLASTX 

g4539305 

1130 

l.Oe-124 

358 
57 

(AL049480) putative protein [Arabidopsis thaliana] 
276691 

69039_2.R1011 

LIB3062-026-Q1-K1-H3 

BLASTX 

g4539305 

649 

7.0e-68 

178 

64 

(AL049480) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276692 

69039__3.R1011 

afb700381978.hl 

BLASTX 

g4539305 

149 

6.0e-16 

64 

59 

(AL04 9480) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



276693 

69041_1.R1011 

pmx700086081.hl 

BLASTX 

g3913811 

1049 



38578 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-114 

231 
90 

GLUTAMYL-TRNA REDUCTASE PRECURSOR (GLUTR) 
>gi_2920320_dbj_BAA25003_ (AB011416) glut amy 1-tRNA 
reductase [Oryza sativa] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276694 

69046_1.R1011 
LIB3062-027-Q1-K1-A5 

276695 

69050_1.R1011 

xsy700214753.hl 

BLASTX 

gl360090 

616 

4,0e-64 

179 

63 

(X9557 6) ClC-Ntl [Nicotiana tabacum] 
276696 

69055_1.R1011 
uC-zmflb73064a07bl 

276697 

69089_1.R1011 
LIB84-010-Q1-E1-E9 

276698 

69098_1.R1011 
pwr700449511.hl 

276699 

69107_1.R1011 

pmx700091734.hl 

BLASTX 

g4539459 

256 

4.0e-22 

77 

62 

(AL04 9500) putative protein [Arabidopsis thaliana] 
276700 

69138_1.R1011 

qmh700029175.fl 

BLASTX 

g3668092 

1309 

l.Oe-150 

532 
52 

(AC004 667) unknown protein [Arabidopsis thaliana] 



Seq. No. 



276701 



38579 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69139_1.R1011 
nbm700473240.hl 

276702 

69142_1.R1011 

LIB3062-028-Q1-K1-A8 

BLASTX 

gl001379 

219 

2.0e-17 

79 

54 

(D64006) aspartate beta-semialdehyde dehydrogenese 
[Synechocystis sp. ] 

276703 

69157_1.R1011 
LIB3062-028-Q1-K1-C7 

276704 

69159_1.R1011 
LIB3062-028-Q1-K1-D1 

276705 

69165_1.R1011 

uC-zmflmol7109g06al 

BLASTX 

g4586062 

392 

l.Oe-37 

223 
40 

(AC007020) unknown protein [Arabidopsis thaliana] 
276706 

69193_1.R1011 

uC-zmflb73196f05bl 

BLASTX 

g349379 

365 

l.Oe-34 

127 

65 

(L22847) HAHB-1 [Helianthus annuus] 
276707 

69193_2.R1011 

wyr700239649.hl 

BLASTX 

g349379 

232 

3.0e-19 

98 
55 

(L22847) HAHB-1 [Helianthus annuus] 



Seq. No. 



276708 



38580 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69204_1.R1011 
LIB3062-028-Q1-K1-H3 

276709 

69205_1.R1011 

ntr700076352.hl 

BLASTN 

g3510347 

34 

3.0e-09 

102 
83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJll, complete sequence [Arabidopsis thaliana] 

276710 

69206_1.R1011 

wty700164462.hl 

BLASTX 

g2708532 

731 

3,0e-77 

241 

(AF029351) putative RNA binding protein [Nicotiana tabacumj 
276711 

69213_1.R1011 
uC-zmroteosintell5f Olbl 

276712 

69217_1.R1011 

LIB3062-029-Q1-K1-A6 

BLASTX 

g279567 

231 

l.Oe-18 

141 

33 

insulinase (EC 3.4.99.45) - human 



276713 

69226^1. RlOll 
pmx700084447.hl 

276714 

69239_1.R1011 

LIB3062-029-Q1-K1-C6 

BLASTX 

g2880047 

385 

3.0e-37 

129 

60 

(AC002340) hypothetical protein [Arabidopsis thalrana] 



Seq. No. 



276715 



38581 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69242_1.R1011 

uC-zmflmol7248el0bl 

BLASTN 

g3851527 

97 

l.Oe-46 

557 

84 

Hordeum vulgare cultivar Bomi starch branching enzyme lib 
(sbellb) gene, nuclear gene encoding plastid protein, 
partial cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276716 

69243_1.R1011 

cjh700193458.hl 

BLASTX 

g4204281 

177 

2.0e-12 

111 

38 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276717 

69267_1,R1011 
LIB84-001-Q1-E1-E1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276718 

69280_1.R1011 

LIB3062-029-Q1-K1-G6 

BLASTX 

g2191135 

363 

2.0e-34 

146 

47 

(AF007269) 
thaliana] 



A_IG002N01,14 gene product [Arabidopsis 



Seq. No, 

Contig ID 
5 '-most EST 



276719 

69283^1. RlOll 

LIB30 62-02 9-Q1-K1-H2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276720 

69311__1.R1011 

xjt700094762.hl 

BLASTX 

g2243118 

1487 

l.Oe-166 

406 

69 

(Y10984) glutathione synthetase [Brassica juncea] 



Seq. No. 

Contig ID 
5 '-most EST 



276721 

69367_1.R1011 
LIB3062-030-Q1-K1-H8 



38582 



II 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



276722 

69368_1.R1011 
qmh700027873.fl 

276723 

69369_1,R1011 

uC-zmflb73325f05al 

BLASTN 

g793901 



9,0e-42 

120 
93 

Z.mays mRNA for ZEMa protein (ZEMl gene) 



276724 

69369_2.R1011 
LIB3062-031-Q1-K1-A1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276725 

69376_1.R1011 

ceu700432478.hl 

BLASTX 

g3449041 

221 

6.0e-18 

101 

47 

(U734 62) carbonic anhydrase [Arabidopsis thaliana] 
276726 

69391__1.R1011 
ymt700223761.hl 



Seq. No. 
Contig ID 
5 '-most EST 



276727 

69391_2.R1011 
uC-zmflb73080b08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 
Method 
NCBI GI 
BLAST score 



276728 

69404_1.R1011 

uC-zmflmol7021b08bl 

BLASTX 

g3096947 

438 

5.0e-43 

270 
38 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

276729 

69412__1.R1011 

uC-zmrob73004c02bl 

BLASTX 

g3928088 

224 



38583 



E value 


3.0e-18 


Match length 


82 


% identity 


51 


NCBI Description 


(AC005770) putative peroxidase [Arabidopsis thaliana] 


Seq. No. 


276730 


Contig ID 


69412 2.R1011 


5 '-most EST 


xsy700213114.hl 


Method 


BLASTX 


NCBI GI 


g3928088 


BLAST score 


210 


E value 


2.0e-16 


Match length 


80 


% identity 


50 


NCBI Description 


(AC005770) putative peroxidase [Arabidopsis thaliana] 


Seq. No. 


276731 


Contig ID 


69413 l.RlOll 


5 '-most EST 


uC-zmflb73038fllbl 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


293 


E value 


3,0e-31 


Match length 


351 


% identity 


34 


NCBI Description 


(AC003105) putative receptor kinase [Arabidopsis thai 


Seq. No. 


276732 


Contig ID 


69423 l.RlOll 


5 '-most EST 


LIB83-001-Q1-E1-F8 


Method 


BLASTN 


NCBI GI 


g517257 


BLAST score 


346 


E value 


O.Oe+00 


Match length 


636 


% identity 


99 


NCBI Description 


Z.mays MNBla mRNA for DNA-binding protein 


Seq. No. 


276733 


Contig ID 


69429 l.RlOll 


5 '-most EST 


LIB3062-031-Q1-K1-F6 


Seq. No. 


276734 


Contig ID 


69430 l.RlOll 


5 '-most EST 


uC-zmflb73116el0al 


Seq. No. 


276735 


Contig ID 


69437 l.RlOll 


5 '-most EST 


gwl700613877.hl 


Method 


BLASTX 


NCBI GI 


g4538987 


BLAST score 


554 


E value 


9.0e-86 


Match length 


249 


% identity 


67 


NCBI Description 


{AJ133777) garama-adaptin 2 [Arabidopsis thaliana] 



38584 



Seq. No. 
Contig ID 
5 '-most EST 



276736 

69449_1.R1011 
uC-zmflm017205a07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276737 

69469_1.R1011 

LIB3068-032-Q1-K1-D2 

BLASTX 

g4220532 

557 

4 .Oe-57 

200 
57 

(AL035356) putative protein 



[Arabidopsis thaliana] 



276738 

69471_1.R1011 

ntr700076560.hl 

BLASTX 

g4539295 

206 

l.Oe-19 

114 

54 

(AL04 9480) putative protein [Arabidopsis thaliana] 
276739 

69481_1.R1011 

LIB3062-032-Q1-K1-C8 

BLASTX 

g3426039 

158 

l,0e-10 

47 

57 

(AC005168) unknown protein [Arabidopsis thaliana] 
276740 

69485_1.R1011 

LIB3066-033-Q1-K1-H3 

BLASTX 

g3935175 

473 

3.0e-47 

126 
72 

(AC004557) F17L21.18 [Arabidopsis thaliana] 
276741 

69486_1.R1011 
uC-zmflb73256c04bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



276742 

69487_1.R1011 
rvt700553103.hl 
BLASTX 
gll2785 



38585 



BLAST score 


297 


E value 


8.0 


Match length 


158 


% identity 


37 


NCBI Description 


DNA 



METHYLADENINE GLYCOSIDASE I ( 3-METHYLADENINE-DNA 

GLYCOSYLASE I, CONSTITUTIVE) (TAG I) >gi_67508_pir DGECMl 

3-methyladenine DNA glycosylase (EC 3.2.2.-) I - 
Escherichia coli >gi_4 3030__emb_CAA2 7 4 72_ {X03845) TAGI (aa 
1-187) [Escherichia coli] >gi__147920 (J02606) 
3-methyladenine-DNA glycosylase I (tag) [Escherichia coli] 
>gi_466687 (U00039) 3-methyladenine DNA glycosylase I, 
constitutive [Escherichia coli] >gi__1789971 (AE000432) 
3-methyl-adenine DNA glycosylase I, constitutive 
[Escherichia coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276743 

69513__1.R1011 

LIB3062-032-Q1-K1-G12 

BLASTX 

g4126473 

644 

2.0e-67 
151 

77 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



276744 

69527_1,R1011 

ymt700221789.hl 

BLASTX 

g3157933 

289 

2.0e-25 

181 
36 

(AC002131) Contains similarity to box helicases gb_U29097 
from C. elegans and to the ENBPl gene product gb_X95995 
from Vicia sativa. [Arabidopsis thaliana] 

276745 

69527_2.R1011 
uC-zmflb73238hllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276746 

69551_2.R1011 

nbm700477476.hl 

BLASTX 

g2739044 

782 

l.Oe-83 

179 

80 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 



Seq. No. 



276747 



38586 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69563_1.R1011 

uC-zmrob73005a04bl 

BLASTX 

g4206789 

243 

2.0e-20 

117 

45 

(AF112864) syntaxin-related protein At-SYRl [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276748 

69585__1.R1011 

LIB3136-037-P1-K1-B5 

BLASTX 

g3287693 

315 

l.Oe-28 

87 

72 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 

276749 • 

69602_1,R1011 

LIB3137-033-Q1-K1-D9 

BLASTX 

gl632822 

511 

5.0e-52 

105 
91 

(Y08962) transmembrane protein [Oryza sativa] >gi__1667594 
(U77297) transmembrane protein [Oryza sativa] 



Seq. No. 


276750 


Contig ID 


69611 l.RlOll 


5 '-most EST 


ymt700220593.hl 


Method 


BLASTX 


NCBI GI 


g230348 


BLAST score 


305 


E value 


2,0e-27 


Match length 


211 


% identity 


39 


NCBI Description 


Triacylglycerol Acylhydrola; 


Seq. No. 


276751 


Contig ID 


69616 l.RlOll 


5 '-most EST 


LIB3062-034-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3080385 


BLAST score 


243 


E value 


2. 0e-20 


Match length 


116 


% identity 


42 


NCBI Description 


(AL022603) serine/threonine 



(E.C.3.1.1.3) 



38587 



thaliana] >gi_34027 60__einb_CAA20206 . 1_ (AL031187) 
serine/threonine kinase - like protein [Arabidopsis 
thaliana] 

Seq. No. 276752 

Contig ID 69618_1 .RlOll 

5 '-most EST uC-zmf Ib73261h04b3 

Seq. No. 276753 
Contig ID 69620_1 . RlOll 

5'-most EST gct701180596 . hi 

Seq. No. 276754 

Contig ID 69639_1 . RlOll 

5 '-most EST LIB3062-034-Q1-K1-D4 

Seq. No. 276755 

Contig ID 69640_1 . RlOll 

5'-most EST f dz701158328 . hi 

Method BLASTX 

NCBI GI g2315981 

BLAST score 27 6 

E value 3.0e-24 

Match length 93 

% identity 56 

NCBI Description (U77911) 17-beta-hydroxysteroid dehydrogenase type IV 
[Gallus gallus] 

276756 

69648_1. RlOll 
uC-zmflmol7041f07bl 
BLASTX 
g3881448 
153 

6.0e-12 

88 
50 

(Z47073) similar to man ( 9) -alpha-mannosidase; cDNA EST 
EMBL:D35441 comes from this gene; cDNA EST EMBL:D37263 
comes from this gene; cDNA EST EMBL:C12591 comes from this 
gene; cDNA EST yk219b5.5 comes from this gene; cDNA EST yk 

Seq. No. 276757 

Contig ID 69659_1 . RlOll 

5'-most EST vux700156541 . hi 

Method BLASTX 

NCBI GI g4160532 

BLAST score 594 

E value 2.0e-61 

Match length 208 

% identity 53 

NCBI Description (AJ011304) sphingosine-l-phosphate lyase [Homo sapiens J 

Seq. No. 276758 
Contig ID 69668_1 . RlOll 

5'-most EST jfc700968687.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38588 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276759 

69681_1.R1011 

tzu700202976.hl 

BLASTX 

g3355477 

726 

8.0e-77 

172 

42 

{AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276760 

69681_2.R1011 
uC-zmromol7091f04al 

276761 

69687_1.R1011 

LIB3062-035-Q1-K1-A4 

BLASTX 

g2335096 

243 

l.Oe-20 

81 

67 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
276762 

69695_1.R1011 

LIB3062-035-Q1-K1-B2 

BLASTX 

g4469026 

228 

l.Oe-18 

137 

37 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
276763 

69698_1.R1011 
LIB3062-035-Q1-K1-B5 

276764 

69701_1.R1011 

fC-zmst700336294al 

BLASTX 

g2961358 

979 

l.Oe-106 

318 

63 

{AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276765 

69701_2.R1011 
fC-zmstl700336294fl 



38589 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2961358 

1047 

l.Oe-115 

282 
75 

(AL022140) serine/threonine 
[Arabidopsis thaliana] 



protein kinase like protein 



276766 

69701^3. RlOll 

uC-zmrob7307 9d01bl 

BLASTX 

g2961358 

410 

l.Qe-84 

272 
66 

(AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 

276767 

69713_1.R1011 
xjt700095878.hl 

276768 

69713_2.R1011 

LIB84-030-Q1-E1-D1 

BLASTX 

g2435517 

428 

6.0e-42 

227 
44 

{AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

276769 

69737^1. RlOll 

rvt700553162.hl 

BLASTX 

g3746062 

508 

4.0e-51 

183 

55 

(AC005311) hypothetical protein [Arabidopsis thaliana] 
276770 

69737_2.R1011 

ymt700223348.hl 

BLASTX 

g3746062 

184 

2.0e-13 

77 

44 



38590 



NCBI Description 


(AC005311) hypothetical protein [Arabidopsis thai 


Seq. No. 


276771 


Contig ID 


69745 l.RlOll 


5 '-most EST 


uC-zmflmol7238allbl 


Seq. No. 


276772 


Contig ID 


69782 l.RlOll 


5 '-most EST 


LIB3067-027-Q1-K1-G6 


Seq. No. 


276773 


Contig ID 


69785 l.RlOll 


5 '-most EST 


LIB3062-036-Q1-K1-B7 


Seq. No. 


276774 


Contig ID 


69786 l.RlOll 


5 '-most EST 


LIB3062-036-Q1-K1-B8 


Seq. No. 


276775 


Contig ID 


69788 l.RlOll 


5 '-most EST 


uC-zmflb7 302 6e01bl 


Method 


BLASTX 


NCBI GI 


g678547 


BLAST score 


842 


E value 


3.0e-90 


Match length 


258 


% identity 


67 


NCBI Description 


(L13654) peroxidase [Lycopersicon esculentum] 


Seq. No. 


276776 


Contig ID 


69788 2.R1011 


5 '-most EST 


ntr700074963.hl 


Method 


BLASTX 


NCBI GI 


g2956711 


BLAST score 


485 


E value 


8.0e-51 


Match length 


154 


% identity 


68 


NCBI Description 


(Y16776) peroxidase [Spinacia oleracea] 


Seq. No. 


276777 


Contig ID 


69788 3.R1011 


5 '-most EST 


cyk700051487.fl 


Seq. No. 


276778 


Contig ID 


69808 l.RlOll 


5 '-most EST 


LIB3062-036-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3236254 


BLAST score 


334 


E value 


3.0e-31 


Match length 


151 


% identity 


47 


NCBI Description 


(AC004684) unknown protein [Arabidopsis thaliana 


Seq. No. 


276779 


Contig ID 


69810_1.R1011 



38591 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3062-036-Q1-K1-E5 

BLASTX 

g3779218 

792 

l.Oe-84 

196 
77 

(AF030879) protein kinase CPKl [Solanum tuberosum] 
276780 

69810_2.R1011 

gct701167631.hl 

BLASTX 

g3779218 

457 

l.Oe-45 

125 

73 

(AF030879) protein kinase CPKl [Solanum tuberosum] 
276781 

69815_1.R1011 

wen700332530.hl 

BLASTX 

gll7291 

844 

l.Oe-90 

204 

76 

CHLOROPLAST PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) (P36] 
{E29) >gi_81464_pir S03638 triose 

phosphate/3-phosphoglycerate /phosphate translocator 
precursor - spinach >gi_21274_emb_CAA32016_ (X13754) 
phosphate translocator protein (AA 1 - 404) [Spinacia 
oleracea] 



Seq. No. 

Contig ID 
5 '-most EST 



276782 

69830_1.R1011 
uC-zmflb73040hllbl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276783 

69833__1.R1011 

LIB3062-036-Q1-K1-G8 

BLASTX 

g4567227 

502 

6.0e-51 

143 
64 

(AC007119) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



276784 

69849_1.R1011 

uC-zmflmol7282gllbl 

BLASTX 

g2182267 



38592 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



646 

2.0e-67 

184 

67 

(L37359) lipoxygenase [Hordeum vulgare] 



276785 

69849__3.R1011 

wty700172106.hl 

BLASTN 

g2182266 

82 

3.0e-38 

150 

89 

Hordeum vulgare lipoxygenase (LoxB) 



mRNA, complete cds 



Seq. No. 

Contig ID 
5 '-most EST 



276786 

69855__1.R1011 

LIB3062-037-Q1-K1-A8 

BLASTX 

gl345132 

345 

l.Oe-32 

115 

23 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_138 9566_dbj__BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

276787 

69874_1.R1011 

LIB3062-038-Q1-K1-C6 

BLASTX 

g3335060 

981 

l.Oe-106 

268 
73 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_4 4 68 98 9__emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

276788 

69876_1,R1011 
uC-zmflmol7011g05bl 



Seq. No. 

Contig ID 
5 ' -most EST 



276789 

69882_1.R1011 
rvt700549989.hl 



Seq. No. 
Contig ID 
5 '-most EST 



276790 

69884_1.R1011 
LIB3136-047-Q1-K1-H2 



Seq. No. 



276791 



38593 



Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



69890_1.R1011 
uC-zmroteosinte04 6h09bl 

276792 

69890_2.R1011 
ntr700075617.hl 

276793 

69893_1.R1011 

wyr700238292.hl 

BLASTX 

g2253583 

149 

l.Oe-09 

50 

60 

{U78721) hypothetical protein [Arabidopsis thaliana] 
276794 

69902_1.R1011 

uC- zmroB7 3 0 1 5 dO 6b 1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



276795 

69909__1.R1011 

ntr700076025.hl 

BLASTX 

g2804278 

819 

l.Oe-87 

197 

79 

(AB003516) squalene epoxidase [Panax ginseng] 
276796 

69916_1.R1011 
LIB3062-037-Q1-K1-G12 

276797 

69922_1.R1011 

LIB3136-017-Q1-K1-E3 

BLASTX 

g3063459 

182 

4.0e-13 

223 
30 

{AC003981) F22013.21 [Arabidopsis thaliana] 
276798 

69945^1. RlOll 

LIB3062-038-Q1-K1-B12 

BLASTX 

gl703143 

382 

7.0e-37 
111 

63 



38594 



# 



NCBI Description 



ACTIN-LIKE PROTEIN 3 >gi_881635 (U29610) Arp3 [Acanthamoeba 
castellanii] 



Seq. No. 

Contig ID 
5 '-most EST 



276799 

69947_1.R1011 
LIB3136-005-Q1-K1-HS 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276800 

69975_1.R1011 
LIB3062-038-Q1-K1-E11 

276801 

69979_1.R1011 

pmx700084382.hl 

BLASTX 

g3582333 

329 

2.0e-30 

183 

40 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
276802 

69980_1.R1011 
uC-zmflmol7245a06bl 



Seq. No. 
Contig ID 
5 '-most EST 



276803 

69985_1.R1011 
LIB3062-038-Q1-K1-F11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276804 

69989_1.R1011 

LIB3062-038-Q1-K1-F4 

BLASTX 

g2062405 

300 

6.0e-27 

106 

49 

(U79011) cytochrome b5 [Borage officinalis] 
276805 

69999_1.R1011 

LIB3062-038-Q1-K1-G3 

BLASTX 

g2341045 

151 

6.0e-10 

77 
47 

(AC000104) F19P19.16 [Arabidopsis thaliana] 
276806 

70033_1.R1011 
LIB3062-039-Q1-K1-C1 



Seq. No. 



276807 



38595 



® 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70037_1.R1011 

uC-zmflmol7317a05al 

BLASTX 

g4204284 

173 

2.0e-12 

47 

62 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276808 

70045_1.R1011 
LIB3062-039-Q1-K1-D12 



Seq. No. 
Contig ID 
5 '-most EST 



276809 

70050_1.R1011 
LIB3062-052-Q1-K1-G12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276810 

70054_1.R1011 

xsy700217192.hl 

BLASTX 

g3924594 

419 

4,0e-41 

156 
54 

(AF069442) putative ribonucleoprotein [Arabidopsis 
thaliana] >gi_4262139_gb_AAD14439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276811 

70059_1.R1011 

LIB3062-039-Q1-K1-E9 

BLASTX 

g3582336 

146 

3,0e-09 

97 

40 

(AC0054 96) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276812 

70086_1.R1011 
fwa700100030.hl 



Seq. No. 
Contig ID 
5 '-most EST 



276813 

70088^1. RlOll 
wyr700239287.hl 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



276814 

70099_1.R1011 

LIB30 69-02 4-Q1-K1-B6 

BLASTX 

gl209703 

158 



38596 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



3.0e-10 

48 
56 

(U40489) maize gll homolog [Arabidopsis thaliana] 
276815 

70099_2.R1011 

uC-zmflb73176b06b2 

BLASTX 

gl209703 

1086 

l.Oe-119 

362 
55 

(U40489) maize gll homolog [Arabidopsis thaliana] 
276816 

70113_1.R1011 
LIB3062-040-Q1-K1-C4 



Seq. No. 
Contig ID 
5 '-most EST 



276817 

70124_1.R1011 
LIB3069-036-Q1-K1-E2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



276818 

70124_2.R1011 
pmx700088332.hl 

276819 

70135_1.R1011 

LIB30 62-04 0-Q1-K1-F6 

BLASTX 

gl654140 

315 

7.0e-29 

178 

38 

(U37840) lipoxygenase [Lycopersicon esculentum] 
276820 

70147_1,R1011 
LIB3062-040-Q1-K1-H4 



Seq. No. 

Contig ID 
5 '-most EST 



276821 

70151_1.R1011 
LIB3069-044-Q1-K1-A1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276822 

70152_1.R1011 

uC-zmroteosinte072e02b2 

BLASTX 

g2213624 

269 

l.Oe-23 

216 

40 

(AC000103) F21J9.16 [Arabidopsis thaliana] 



38597 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



276823 

70152_2.R1011 
tfd700570072.hl 

276824 

70156_1.R1011 

LIB3062-041-Q1-K1-A2 

BLASTX 

g457691 

487 

4.0e-49 

144 

65 

(Z30331) Protein Kinase [Mesembryanthemum crystallmum] 



276825 

70163_1.R1011 

pmx700088807.hl 

BLASTX 

gll43864 

1112 

l.Oe-122 

274 
73 

(U28047) beta glucosidase 



[Oryza sativa] 



276826 

70173_1.R1011 
LIB3137-040-Q1-K1-A7 

276827 

70173_2.R1011 
hbs701184293.hl 

276828 

70184_1.R1011 

uC - zmf ImO 1 7 0 2 5 a 0 9b 1 

BLASTX 

gll76658 

584 

8.0e-60 

256 
50 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

276829 

70199_1.R1011 

uC-zmflmol7073a06bl 

BLASTX 

g4490309 

333 

6.0e-31 

104 

61 



38598 



NCBI Description 



(AL035678) 
thaliana] 



peroxidase ATP17a-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBl Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276830 

70202_1.R1011 

LIB3062-041-Q1-K1-E7 

BLASTX 

g2655098 

253 

2.0e-21 

102 
47 

(AF023472) peptide transporter [Hordeum vulgare] 
276831 

70204_1.R1011 

uC-zmflB73002f07bl 

BLASTX 

g544134 

276 

2.0e-24 

110 

57 

DNA- DAMAGE-REPAIR/TOLERATION PROTEIN DRTIOO PRECURSOR 

>gi_99720_pir S228 63 hypothetical protein - Arabidopsis 

thaliana >gi__421844_pir ^A46260 RecA functional analog 

DRTIOO - Arabidopsis thaliana (fragment) 

276832 

70205_1.R1011 

dyk700102039.hl 

BLASTX 

g3341697 

286 

2.0e-25 

81 

69 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
276833 

70214_1.R1011 

LIB3062-052-Q1-K1-E4 

BLASTX 

g4218120 

275 

3.0e-35 

126 
59 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



276834 

70215_1.R1011 
LIB3062-041-Q1-K1-F8 

276835 

70217 l.RlOll 



38599 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3068-04 9-Q1-K1-H4 

BLASTX 

gl31329 

369 

5.0e-35 

73 

100 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72717_pir F2ZMBH 

photosystem II phosphoprotein psbH - maize chloroplast 
>gi_124 36_emb_CAA28998_ (X05422) psbF [Zea mays] 
>gi_902250_emb_CAA60314_ (X86563) PSII lOKDa phosphoprotein 
[Zea mays] 

276836 

70227_1.R1011 

uC-zmflmol7 362e05al 

BLASTN 

g3289001 

479 

O.Oe+OO 
495 
99 

Zea mays CRPl (crpl) 
chloroplast protein. 



mRNA, nuclear gene encoding 
crpl-hcflll allele, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



276837 

70229_1.R1011 

uC-zmflb73173d03bl 

BLASTX 

g3036796 

511 

l.Oe-51 

251 

45 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478_ {AL031986) putative protein 
[Arabidopsis thaliana] 

276838 

70229__2.R1011 
pmx700090772.hl 

276839 

70230_1.R1011 

LIB30 62-04 1-Q1-K1-H4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276840 

70237__1.R1011 

LIB3062-042-Q1-K1-A2 

BLASTX 

g2464914 

258 

4.0e-22 

120 

47 

(Z99708) hypothetical protein [Arabidopsis thaliana] 



38600 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276841 

70239_1.R1011 

wyr700239316.hl 

BLASTX 

g3738224 

213 

4.0e-17 

77 
56 

(AB007787) DREBIA [Arabidopsis thaliana] >gi_3907539 
(AF062924) transcriptional activator CBFl hoinolog 
[Arabidopsis thaliana] >gi_4091983_gb_AAC9 9370_ (AF07 6155) 
CRT/DRE binding factor 3 [Arabidopsis thaliana] 
>gi_4322230_gb_AAD15977_ (AF074602) CRT/DRE binding factor 
3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



276842 

70244_1.R1011 

zuv700352761.hl 

BLASTX 

gl20777 

1160 

l,0e-127 

418-' 
53 

SUCCINATE-SEMIALDEHYDE DEHYDROGENASE (NADP+) (SSDH) 
>gi_147 901 (M88334) succinic semialdehyde dehydrogenase 
[Escherichia coli] >gi_1789015 (AE000351) 
succinate-semialdehyde dehydrogenase, NADP-dependent 
activity [Escherichia coli] 

276843 

70251_1.R1011 
uC-zmflmol7104d03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276844 

70252^1. RlOll 

LIB3052-042-Q1-K1-C4 

BLASTX 

g3201617 

309 

3.0e-28 

93 
59 

(AC004669) hypothetical protein [Arabidopsis thaliana] 
276845 

70278_1.R1011 

zla700379670.hl 

BLASTX 

g3941289 

256 

5.0e-22 

113 
49 

{AF018093) similarity to SCAMP37 [Pisum sativum] 



38601 



Seq. No. 276846 

Contig ID 70298_1 . RlOll 

5 '-most EST uC-zmf linol7286el2bl 

Method BLASTX 

NCBI GI g2980798 

BLAST score 501 

E value l.Oe-50 

Match length 155 

% identity 61 

NCBI Description (AL022197) putative protein [Arabidopsis thaliana] 

Seq. No. 276847 

Contig ID 70321_1 . RlOll 

5^ -most EST nbm700474747 . hi 

Method BLASTX 

NCBI GI g2735841 

BLAST score 1545 

E value l.Oe-172 

Match length 353 

% identity 90 ^ ^ . -, 

NCBI Description (AF010283) No definition line found [Sorghum bicolor] 

Seq. No. 276848 

Contig ID 70321_2 . RlOll 

5 '-most EST uC-zmf lB73042f llbl 

Method BLASTX 

NCBI GI g2735841 

BLAST score 400 

E value l.Oe-58 

Match length 131 

% identity 95 , ^ . -, n 

NCBI Description (AF010283) No definition line found [Sorghum bicolor] 

Seq. No. 276849 

Contig ID 70325_1 . RlOll 

5'-most EST gct701167 673 . hi 

Method BLASTX 

NCBI GI g3242'403 
BLAST score 8 64 

E value 6,0e-93 
Match length 261 
% identity 62 

NCBI Description (D83178) endonuclease [Hordeum vulgare] 

Seq. No. 276850 

Contig ID 70325_4 . RlOll 

5'-most EST tfd700576670 . hi 

Method BLASTX 

NCBI GI g3242403 

BLAST score 166 

E value 6.0e-12 

Match length 39 

% identity 77 

NCBI Description (D83178) endonuclease [Hordeum vulgare] 

Seq. No. 276851 
Contig ID 70332_1 . RlOll 



38602 



® 



5 '-most EST 



uer700580705.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276852 

70366__1.R1011 

wyr700241607.hl 

BLASTX 

g2146742 

769 

7.0e-82 

257 

62 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209631 (U36432) GNOM gene product [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% , identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276853 

70372_1.R1011 

gwl700613146.hl 

BLASTX 

g3831458 

288 

8.0e-26 

108 

50 

(AC005700) hypothetical protein [Arabidopsis thaliana] 
276854 

70377_1.R1011 

LIB3062-04 3-Q1-K1-H7 

BLASTX 

g4204313 

146 

6.0e-09 

89 
45 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276855 

70378_1.R1011 
uC-zmflb73216e03b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276856 

70380_1.R1011 

LIB3062-044-Q1-K1-A10 

BLASTX 

g4337175 

328 

2.0e-30 

114 

52 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA5 9 7 9 0 6 , 
gb__T04111, gb_R84180, gb_R65428, gb_T44439, gb__T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 



276857 



38603 



® 



Contig ID 
5 '-most EST 



70386_1.R1011 
LIB3062-044-Q1-K1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276858 

70392_1.R1011 

LIB3062-044-Q1-K1-B12 

BLASTX 

g4586249 

265 

4.0e-23 

120 
45 

(AL049640) 
thaliana] 



putative pollen surface protein [Arabidopsis 



276859 

70398_1.R1011 

yyf700348116.hl 

BLASTX 

gll70949 

554 

l.Oe-56 

276 

64 

SERINE/THREONINE-PROTEIN KINASE MHK >gi_481207_pir S38327 

protein kinase - Arabidopsis thaliana >gi_166811 (L07249) 
protein kinase [Arabidopsis thaliana] 

276860 

70416_1.R1011 

xsy700217984.hl 

BLASTX 

g2982459 

151 

7.0e-13 

106 

40 

(AL022223) putative protein [Arabidopsis thaliana] 
276861 

70432_2.R1011 

cyk700049541,fl 

BLASTX 

g2554675 

300 

3.0e-27 

113 

52 

Three-Dimensional Structure Of Glycolate Oxidase With Bound 
Active-Site Inhibitors >gi_2 6245 94_pdb_lAL7_ 
Three-Dimensional Structures Of Glycolate Oxidase With 
Bound Active-Site Inhibitors 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



276862 

70434_1.R1011 

LIB3070-013-Q1-N1-A11 

BLASTX 



38604 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3402685 
164 

l.Oe-10 

123 

29 

(AC004697) 



unknown protein [Arabidopsis thaliana] 



276863 

70440_1.R1011 

fdz701165213.hl 

BLASTX 

g2462749 

735 

7.0e-78 

171 
79 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

276864 

70449__1.R1011 

xyt700344811.hl 

BLASTX 

g4587987 

520 

l.Oe-61 

157 
76 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No, 


276865 


Contig ID 


70450 l.RlOll 


5 '-most EST 


LIB3062-04 4-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4587524 


BLAST score 


667 


E value 


5.0e-70 


Match length 


210 


% identity 


62 


NCBI Description 


(AC007060) T5I8.13 [Arabidops 


Seq. No. 


276866 


Contig ID 


70454 l.RlOll 


5 '-most EST 


ntr700074663.hl 


Method 


BLASTX 


NCBI GI 


g3219267 


BLAST score 


988 


E value 


l.Oe-107 


Match length 


321 


% identity 


62 


NCBI Description 


(AB015313) MAP kinase kinase 


Seq. No. 


276867 


Contig ID 


70454 2.R1011 


5 '-most EST 


uC-zmromol7072b04al 



2 [Arabidopsis thaliana] 



38605 



Seq. No.- 
Contig ID 
5^ -most EST 

Seq. No, 

Contig ID 
5^ -most EST 



276868 

70462_1.R1011 
nbm7004 65815. hi 

276869 

70471_1.R1011 
LIB3062-045-Q1-K1-A7 



Seq. No. 
Contig ID 
5 '-most EST 



276870 

70473_1.R1011 
LIB3062-045-Q1-K1-A9 



Seq. No. 

Contig ID 
5 '-most EST 



276871 

70489_1.R1011 
LIB3062-045-Q1-K1-C4 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276872 

70489_2.R1011 
ntr700075893.hl 

276873 

70491_1,R1011 

uC-zmroteosinte075f 12bl 

BLASTX 

g4567271 

284 

5.0e-25 

205 

41 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 
276874 

70498_1.R1011 
LIB3062-04 5-Q1-K1-D3 

276875 

70531_1.R1011 

cyk700050481.fl 

BLASTX 

g2655291 

509 

l.Oe-51 

168 

59 

(AF032974) germin-like protein 4 [Oryza sativa] 
276876 

70535_1.R1011 
LIB3137-030-Q1-K1-G3 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



276877 

70550_1.R1011 

LIB3069-031-Q1-K1-F10 

BLASTX 

g3608155 

454 

l.Oe-61 



38606 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



154 
81 

(AC005314; 



putative RNA helicase [Arabidopsis thaliana] 



276878 

70556_1.R1011 

uC-zmflb73167ellb2 

BLASTX 

g2832625 

720 

4.0e-76 

200 

65 

(AL021711) putative protein [Arabidopsis thaliana] 
276879 

70560_1.R1011 
uC"zmflb73198a04bl 



Seq. No. 
Contig ID 
5 '-most EST 



276880 

70560_2.R1011 
uC-zmflb73063f03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276881 

70565_1.R1011 

LIB3062-04 6-Q1-K1-C4 

BLASTX 

g4335751 

297 

6.0e-27 

127 
45 

(AC006284) 
thaliana] 



putative methyltransf erase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



276882 

70573__1.R1011 

LIB30 62-04 6-Ql-Kl-Dll 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
^ identity 



276883 

70596_1.R1011 

uC-zmflb73067a02bl 

BLASTX 

g625509 

533 

l.Oe-54 

111 

25 



NCBI Description ubiquitin precursor - Arabidopsis thaliana (fragment) 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



276884 

70599_1.R1011 

LIB3069-04 8-Q1-K1-E12 

BLASTX 

g3033401 

690 

8.0e-73 



38607 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172 
74 

(AC004238) putative potassium transporter [Arabidopsis 
thaliana] 

276885 

70603_1.R1011 

xmt700262313.hl 

BLASTX 

g2497219 

173 

4.0e-12 

79 
39 

HYPOTHETICAL 15.4 KD PROTEIN IN HASl-JNMl INTERGENIC REGION 

>gi_626266_pir S47453 probable membrane protein YMR292w - 

yeast (Saccharomyces cerevisiae) >gi_53034 9_emb_CAA56801_ 
(X80836) len:138, CAI:0.12, potential spliced gene, 
hydropho bic composition [Saccharomyces cerevisiae] 

276886 

70605_1.R1011 

uC-zmflb73027b02bl ^ 

BLASTX 

g4262233 

164 

3.0e-14 

87 
54 

(AC006200y hypothetical protein [Arabidopsis thaliana] 
276887 

70605_2.R1011 

xyt700342241.hl 

BLASTX 

g4206196 

520 

l.Oe-52 

287 
43 

(AE071527) hypothetical protein [Arabidopsis thaliana] 
276888 

70614__1.R1011 
LIB3062-04 6-Q1-K1-G8 

276889 

70626__1.R1011 

LIB3062-047-Q1-K1-A2 

BLASTX 

g224797 

495 

4.0e-50 

127 

75 

urease [Canavalia ensiformis] 



38608 



Seq. No. 


276890 


Contig ID 


70638 l.RlOll 


5 '-most EST 


uC-zmflb73051blObl 


Method 


BLASTX 


NCBI GI 


g2580499 


BLAST score 


1147 


E value 


l.Oe-126 


Match length 


287 


% identity 


74 


NCBI Description 


(U67 18 6 ) NADPH : f errihemoprotein 




[Eschscholzia californica] 


Seq, No. 


276891 


Contig ID 


70643 l.RlOll 


5 '-most EST 


LIB3062-047-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3252807 


BLAST score 


219 


E value 


7.0e-18 


Match length 


52 


% identity 


77 


NCBI Description 


(AC004705) hypothetical protein 


Qpcr No 


276892 


Contig ID 


70647 l.RlOll 


S'-most EST 


fwa700098014 .hi 


Method 


BLASTX 


NCBI GI 


g4104457 


BLAST score 


446 


F. Vr3 1 lie 


3 . Oe-44 


Match lenoth 


87 


% identity 


99 


NCBI Description 


(AF036172) 2-oxoglutarate/malats 


Seq. No, 


276893 


Contig ID 


70649 l.RlOll 


5 ' -most EST 


LIB30 62-047 -Ql-Kl-DlO 


Method 


BLASTX 


NCBI GI 


g4544369 


BLAST score 


235 


E value 


l.Oe-19 


Match length 


84 


% identity 


55 


NCBI Description 


(AC006920) hypothetical protein 


Seq. No. 


276894 


Contig ID 


70656 l.RlOll 


5 '-most EST 


LIB30 62-04 7-Q1-K1-D6 


Seq. No* 


276895 


Contig ID 


70658 l.RlOll 


5 '-most EST 


ceu700431893.hl 


Method 


BLASTX 


NCBI GI 


g836954 


BLAST score 


611 


E value 


3.0e-63 


Match length 


187 



38609 



% identity 61 

NCBI Description (U20948) receptor protein kinase [Ipomoea trifida] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276896 

70662__1.R1011 

uC-zmflmol7342b02bl 

BLASTX 

g3980412 

423 

5,0e-41 

280 
41 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276897 

70662_4.R1011 
LIB3136-026-Q1-K1-F9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



276898 

70665_1.R1011 

LIB3062-047-Q1-K1-E5 

BLASTX 

g3719215 

174 

2.0e-12 

7 6 

47 

(AF005158) MADS-box Protein [Arabidopsis thaliana] 
>gi_3719217 (AF005159) MADS-box protein [Arabidopsis 
thaliana] >gi_4220536_emb_CAA23009_ (AL035356) MADS-box 
protein AGL24 [Arabidopsis thaliana] 

276899 

70671_1.R1011 

pmx700086309.hl 

BLASTX 

gl669601 

347 

7.0e-33 

114 

58 

{D88747) AR401 [Arabidopsis thaliana] 
276900 

70672_1.R1011 
LIB3062-047-Q1-K1-G10 



Seq. No, 
Contig ID 
5 '-most EST 



276901 

70700_1.R1011 
uC-zmflmol7218ellal 



Seq. No. 
Contig ID 
5 '-most EST 



276902 

70702_1,R1011 
LIB3062-048-Q1-K1-A5 



Seq. No. 

Contig ID 



276903 

70708 l.RlOll 



38610 



5 '-most EST 



xdb700339955.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276904 

70709__1.R1011 
LIB3062-048-Q1-K1-B11 

276905 

70717_1.R1011 

LIB3062-048-Q1-K1-C1 

BLASTX 

g2541876 

207 

2.0e-16 

122 

37 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

276906 

70744_1.R1011 

wty700165275.hl 

BLASTX 

g4218011 

701 

7.0e-74 

251 
59 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

276907 

70744_2.R1011 

fC-zmfl700352235fl 

BLASTX 

g4218011 

841 

2.0e-90 

227 

70 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



276908 

70756_1.R1011 

uC-zmflmol7031d07bl 

BLASTN 

g22223 

154 

8.0e-81 

162 

99 

Maize cab-1 gene for chlorophyll a/b-binding protein 
276909 

70764 l.RlOll 



38611 



® 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3062-049-Q1-K1-A6 

BIiASTX 

g3702962 

334 

6.0e-31 

92 
74 

(AF079484) 
thaliana] 



rac GTP binding protein Arac7 [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



276910 

70777_1.R1011 
LIB3067-019-Q1-K1-D4 

276911 

70801_1.R1011 

LIB3062-04 9-Q1-K1-D9 

BLASTX 

g3024898 

632 

5.0e-66 

182 

66 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE KIAA0224 (HA4 657) >gi__1504028_dbj_BAA13213_ 

(D86977) similar to putative ATP-dependent RNA helicase 
K03H1.2 of C.elegans (S41025) [Homo sapiens] >gi_3123906 

{AF038391) pre-mRNA splicing factor [Homo sapiens] 

276912 

70817_1.R1011 
uC-zmroteosinte069f OBbl 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



276913 

70820_1.R1011 
wyr700238283.hl 

276914 

70823_1.R1011 

uC-zmroB73020f 12bl 

BLASTX 

g2618696 

189 

5.0e-14 

98 

38 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
276915 

70853_1.R1011 

uC-zmflMol7082el0bl 

BLASTX 

g3861382 

145 

9.0e-09 

66 
44 



38612 




NCBI Description (AJ235273) PSEUDOURIDYLATE SYNTHASE I (truA) [Rickettsia 
prowazekii] 

Seq. No. 276916 

Contig ID 70859^1 .RlOll 

5 '-most EST uC-zmf lmol7 187b06bl 

Seq. No. 276917 

Contig ID 70870_1.R1011 

5 '-most EST LIB3062-050-Q1-K1-C8 

276918 

70874_1.R1011 
LIB3062-050-Q1-K1-D11 
BLASTX 
g4586262 
182 

3.0e-13 

72 
53 

(AL049640) putative calmodulin [Arabidopsis thaliana] 
276919 

70890_1.R1011 
rvl700456578.hl 
BLASTX 
g3702331 
545 

l.Oe-63 
255 
55 

(AC005397) hypothetical protein [ArabidopsiS thaliana] 
276920 

70891_1.R1011 
dyk700106053.hl 
BLASTX 
g4512658 
424 

2.0e-41 

180 
44 

(AC006931) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 276921 

Contig ID 70899_1 . RlOll 

5 '-most EST pmx700083510.hl 

Method BLASTX 

NCBI GI g4582441 

BLAST score 4 93 

E value l.Oe-4 9 

Match length 142 

% identity 61 

NCBI Description (AC007142) unknown protein [Arabidopsis thaliana] 

Seq. No. 276922 
Contig ID 70905_1 . RlOll 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38613 



5 '-most EST 



LIB3062-050-Q1-K1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276923 

70912_1.R1011 

uC-zmflb73344g09a2 

BLASTX 

g4185507 

673 

2.0e-70 

208 
60 

(AF100163) EZAl [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276924 

70919_1.R1011 
LIB3062-050-Q1-K1-H7 



Seq, No, 

Contig ID 
5 '-most EST 



276925 

70923_1.R1011 
uC-zmflmol7153h02al 



Seq. No. 

Contig ID 
5 '-most EST 



276926 

70923_2,R1011 
LIB3062-051-Q1-K1-A11 



Seq, No, 
Contig ID 
5 '-most EST 



276927 

70929_1.R1011 
LIB3137-039-Q1-K1-A10 



Seq. No. 
Contig ID 
5 '-most EST 



276928 

70935_1,R1011 
fwa700098572,hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276929 

70944_1.R1011 

uC-zmflb73149cl2bl 

BLASTX 

g2459435 

201 

2.0e-32 

119 

61 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276930 

70944__2.R1011 

uC-zmflmol7068bl0b2 

BLASTX 

g2459435 

769 

4,0e-91 

238 
67 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



38614 



Seq. No. 
Contig ID 
5* -most EST 



276931 

70947_1.R1011 
LIB3062-051-Q1-K1-C7 



Seq. No, 

Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276932 

70947_2.R1011 
uC-zmflmol7 223al2al 

276933 

70949_1.R1011 
LIB3062-053-Q1-K1-A10 

276934 

70952_1.R1011 

xmt700258334 .hi 

BLASTX 

g3738316 

257 

4.0e-22 

76 

67 

(AC005170) unknown protein [Arabidopsis thaliana] 
276935 

70970_1.R1011 

uwc700151290.hl 

BLASTX 

gl620371 

830 

6.06-89 

239 
62 

(Y08782) peroxidase ATP23a [Arabidopsis thaliana] 
276936 

70993_1.R1011 
LIB3062-051-Q1-K1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276937 

70996__1.R1011 

LIB3062-051-Q1-K1-H3 

BLASTX 

g4580394 

374 

6.0e-36 

118 
58 

{AC007171) 
thaliana] 



putative fatty acid elongase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



276938 

70997_1.R1011 

LIB3062-051-Q1-K1-H8 

BLASTX 

g4262167 

4 97 

3.0e-50 



38615 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 
60 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 

276939 

71005_1.R1011 

uC-zmflb73180h08bl 

BLASTX 

g2154715 

412 

5,0e-40 

101 

77 

(Y09418) CDPK- related protein kinase [Arabidopsis thaliana] 
276940 

71029_1.R1011 

wty700169081.hl 

BLASTX 

g2829751 

155 

l.Oe-10 

73 
45 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi_1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi_2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 

276941 

7103Q_1.R1011 

LIB3062-052-Q1-K1-D11 

BLASTX 

g2673917 

491 

l.Oe-49 
139 
35 

(AC002561) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



276942 

71032_1.R1011 
qmh700026651.fl 
BLASTX 
g4432869 



l.Oe-102 

254 
73 

(AC006300) 



hypothetical protein [Arabidopsis thaliana] 



276943 

71036_1.R1011 
pmx700085384 .hi 
BLASTX 



38616 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4586061 
994 

l.Oe-108 

257 

68 

(AC007020) putative BOPl protein [Arabidopsis thalxana] 
276944 

71057__1.R1011 

uC-zmroteosinte016f lObl 

BLASTX 

g4455287 

413 

3.0e-40 

136 
60 

(AL035527) putative protein [Arabidopsis thaliana] 
276945 

71060_1.R1011 

LIB3062-052-Q1-K1-G6 

BLASTX 

g4490704 

188 

7.0e-14 

64 
56 

(AL035680) putative protein [Arabidopsis thaliana] 
276946 

71083_1.R1011 

xtj700377471.hl 

BLASTX 

gll43069 

248 

4.0e-21 
59 
75 

{U30600) 
porrum] 



3-ketoacyl carrier protein synthase III [Allium 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



276947 

71102_1.R1011 

uC-zmflMol7004hl0bl 

BLASTX 

g2618687 

461 

7.0e-46 

170 
59 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
276948 

71105_1.R1011 
LIB3062-053-Q1-K1-D3 



Seq. No. 



276949 



38617 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71110_1.R1011 

uC-zmflmol7270c03bl 

BLASTX 

g3420233 

501 

l.Oe-50 

149 

72 

(AF0587 63) uroporphyrinogen decarboxylase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276950 

71112_1.R1011 

wyr700242338.hl 

BLASTX 

gl877221 

411 

3.0e-40 
147 
58 

(Z83834) 
(yi4573) 



Mlo [Hordeum vulgare] >gi_28 94377_emb_CAA7 4 909 . 1_ 
Mlo protein [Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



276951 

71115_1.R1011 
LIB3062-053-Q1-K1-E4 



Seq. No. 
Contig ID 
5 '-most EST 



276952 

71116_1.R1011 
uC-zmroB7 3028b02bl 



Seq. No. 


276953 


Contig ID 


71126 l.RlOll 


5 '-most EST 


xsy700211783.hl 


Method 


BLASTX 


NCBI GI 


g4539314 


BLAST score 


242 


E value 


7.0e-20 


Match length 


196 


% identity 


41 


NCBI Description 


(AL035679) kinesin 


Seq. No. 


276954 


Contig ID 


71137 l.RlOll 


5 '-most EST 


uC-zmroB73015e05bl 


Method 


BLASTX 


NCBI GI 


g3367578 


BLAST score 


270 


E value 


4.0e-46 


Match length 


153 


% identity 


55 


NCBI Description 


(AL031135) protein 




thaliana] 



like protein [Arabidopsis thaliana] 



kinase - like protein [Arabidopsis 



Seq. No. 276955 

Contig ID 7 1152_1 . RlOll 

5 '-most EST pmx700091955 . hi 

Method BLASTX 



38618 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 » -most EST 



g2664214 
587 

l.Oe-69 

485 

39 

(AJ222646) G2484-1 [Arabidopsis thaliana] 
276956 

71152_2.R1011 
uC-zmflirLol7103h08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



276957 

71158_1.R1011 

wen700334123.hl 

BLASTX 

g337999 

199 

2.0e-15 

40 
100 

(M63573) secreted cyclophilin-like protein [Homo sapiens] 
276958 

7117Q_1.R1011 

LIB3062-056-Q1-K1-E9 

BLASTX 

g31397 

239 

7.0e-20 

46 

96 

(X02761) fibronectin precursor [Homo sapiens] 
276959 

71172_1.R1011 

yyf700351779.hl 

BLASTX 

g4504959 

609 

2.0e-63 

122 

100 

laminin receptor 1 (67kD) >gi_1362848_pir ^A56880 lammin 

receptor, 67K - human >gi_250127__bbs_105364 (S37431) 67 kda 
laminin receptor [human, lung cancer cell line SBC3, 
Peptide, 295 aa] [Homo sapiens] 

276960 

71197_1.R1011 
LIB3062-057-Q1-K1-B3 

276961 

71201_1.R1011 
xjt700093685.hl 

276962 

71207 l.RlOll 



38619 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7220e06bl 

BLASTX 

g2833469 

160 

3.0e-10 

147 

29 

HYPOTHETICAL 22 
>gi_1001792_dbj 



2 KD PROTEIN SLR0305 

BAA10672 (D64005) hypothetical protein 



[Synechocystis sp.] 



Seq. No. 
Contig ID 
5 '-most EST 



276963 

71208_1,R1011 
LIB3062-057-Q1-K1-C5 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276964 

71217_1.R1011 
LIB3117-010-Q1-K1-E9 

276965 

71225_1.R1011 

uC-zmflb73298gllbl 

BLASTX 

gl354362 

164 

6.0e-ll 

237 
25 

(U52008) EmmSO [Streptococcus pyogenes] 
276966 

71226_1.R1011 

pmx700088702.hl 

BLASTX 

g399356 

366 

l.Oe-34 

244 
39 

PSEUDOURIDYLATE SYNTHASE 3 ( PSEUDOURIDINE SYNTHASE 3) 

(DEPRESSED GROWTH-RATE PROTEIN DEGl) >gi__82981__pir S14145 

depressed growth-rate protein DEGl - yeast (Saccharomyces 
cerevisiae) >gi_836755_dbj_BAA09239 . 1_ (D50617) depressed 
growth-rate protein [Saccharomyces cerevisiae] 
>gi_870819_dbj__BAA08034_ (D44600) DEPRESSED GROWTH-RATE 
PROTEIN DEGl [Saccharomyces cerevisiae] 

276967 

71228_1.R1011 

LIB3062-057-Q1-K1-E4 

BLASTX 

g2827699 

170 

6.0e-12 

95 
44 

(AL021684) predicted protein [Arabidopsis thaliana] 



38620 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

N.CBI Description 



276968 

71241_1.R1011 

LIB3062-057-Q1-K1-F6 

BLASTX 

g2961358 

264 

5.0e-23 

111 

48 

(AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276969 

71242^1. RlOll 

uC-zmrob73004f04bl 

BLASTX 

g3047104 

540 

3.0e-55 

195 

56 

(AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



276970 

71245_1.R1011 
uC-zmflMol7019b09bl 



Seq. No. 
Contig ID 
5 '-most EST 



276971 

71248_1.R1011 
LIB3062-057-Q1-K1-G3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276972 

71254_1.R1011 

LIB84-006-Q1-E1-D9 

BLASTX 

g4539403 

257 

l.Oe-21 

81 
56 

(AL04 9524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



276973 

71273_1.R1011 
uC-zmrob7307 6c03bl 



Seq. No. 
Contig ID 
5 '-most EST 



276974 

71273_2.R1011 
pmx700090705.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



276975 

71280_1.R1011 

cyk700051683.fl 

BLASTX 

gl354849 

463 



38621 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



5.0e-46 

158 
54 

(U57350) epoxide hydrolase [Nicotiana tabacum] 
276976 

71292_1.R1011 
uC-zmflb73096dllbl 

276977 

71313_1.R1011 

pmx700086256.hl 

BLASTX 

g3850568 

238 

8.0e-20 

97 
51 

(AC005278) Similar to hypothetical protein SPAC2F7.14c 

gi 10527 97 from Schizosaccharomyces pombe cosmid gb_Z50142. 

[Arabidopsis thaliana] 

276978 

71313_2.R1011 
nbm700466703.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276979 

71322_1.R1011 
uC-zmflmol7 425f04al 

276980 

71323_1.R1011 
gct701173844.hl 

276981 

71356_1.R1011 

wyr700241709.hl 

BLASTX 

g3540207 

534 

2.0e-54 

210 
52 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
276982 

71372^1. RlOll 

LIB3062-059-Q1-K1-E1 

BLASTX 

gl762945 

147 

3.0e-09 

55 

53 

(U66269) ORE; able to induce HR-like lesions [Nicotiana 
tabacum] 



38622 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



276983 

71373_1.R1011 
LIB3062-059-Q1-K1-E10 

276984 

71374_1.R1011 

uC-zmrob73005fllbl 

BLASTX 

g3334667 

217 

7.0e-19 

136 

41 

(Y10493) putative cytochrome P450 [Glycine max] 
276985 

71394_1.R1011 

xyt700344287.hl 

BLASTX 

gl431629 

234 

2.0e-19 
95 

44 , . , 

(X99348) pectinacetylesterase precursor [Vigna radiata] 

276986 

71406_1.R1011 

pmx700086566.hl 

BLASTX 

g3335060 

1863 

O.Oe+00 

450 

80 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsxs 
thaliana] >gi_44 68989_emb_CAB38303_ {AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

276987 

71413__1.R1011 
LIB3066-001-Q1-K1-A11 

276988 

71419_1.R1011 
LIB3066-001-Q1-K1-A7 

276989 

71430_1.R1011 
LIB3066-001-Q1-K1-B8 

276990 

71445_2.R1011 
uC-zmflb73361c08a2 

276991 

71445 3.R1011 



38623 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7108f04bl 

BLASTX 

g4539463 

145 

5.0e-09 

40 

65 

(AL049500) putative protein [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 
5 '-most EST 



276992 

71445_4 .RlOll 
xmt700266082.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276993 

71452_1. RlOll 

uC-zmroteosinte047c01bl 

BLASTX 

gl352679 

373 

5.0e-35 

111 
66 

PROTEIN PHOSPHATASE 2C ABIl (PP2C) >gi_212 969 9_pir_ 
protein phosphatase ABIl - Arabidopsis thaiiana 
>gi_509419__emb_CAA55484_ (X78886) ABIl [Arabidopsis 
thaiiana] 



A54588 



Seq. No. 


276994 


Contig ID 


71461 1. RlOll 


5 '-most EST 


LIB3066-032-Q1-K1-C7 


Seq. No. 


276995 


Contig ID 


71470 1. RlOll 


5 '-most EST 


LIB3067-036-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2270994 


BLAST score 


194 


E value 


l.Oe-14 


Match length 


113 


% identity 


41 


NCBI Description 


(AF004809) Ca+2-binding EF hand ; 


Seq. No. 


276996 


Contig ID 


71471 1. RlOll 


5 '-most EST 


LIB3066-003-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl29535 


BLAST score 


211 


E value 


l.Oe-16 


Match length 


82 


% identity 


54 


NCBI Description 


POLYADENYLATE-BINDING PROTEIN 1 



(POLY (A) BINDING PROTEIN 1) 

(PABP 1) >gi_2119041_pir 148718 poly (A) binding protein - 

mouse >gi_53754_emb_CAA46522_ (X65553) poly (A) binding 
protein [Mus musculus] 



Seq. No. 



276997 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71484_1.R1011 
LIB3066-028-Q1-K1-C3 

276998 

71494_1.R1011 

uC-zmroteosinte037h08bl 

BLASTX 

g4249418 

328 

3.0e-30 

90 

61 

(AC006072) putative zinc-finger protein (C-x8-C-x5-C-x3-H 
type domains), 5' partial [Arabidopsis thaliana] 





Seq. No, 






uoniiig ±u 


7 1 S"^"^ 1 Rl 01 1 




5 -most hb L 


L-ZU / UUZUZ-JDO .IIJ- 




Method 


BLASTX 




NCBI GI 


g404688 




BLAST score 


4 R 




E value 






Match length 


98 




% identity 


55 


'\ , 


NCBI Description 


^TiQn74^ nwt-nrhromf^ P450 fCatharanthus roseusl 




Seq, No. 


z / / UUU 




Contig ID 


/X04Z ±.Ki.U±l 




D -mOSu hjOi 


T TR^n^fi-nn9-ni -ki-e9 

±jXXjOWvJU \j\jc^ Sc-'- -i-v-i- 


n - 


Seq. No. 


97 7 nn 1 

Z / / U U X 


1 


Lontig iJJ 


71 1 Rl 01 1 




5 -most EST 


U.U zmroneos hit-gu ± 


y 


Method 


BLASTX 




NCBI GI 


gl644427 






769 




E value 


7.0e-82 




Match length 


177 




% identity 


80 




NCBI Description 


(U74610) glyoxalase II [Arabidopsis thaliana] 




Seq. No. 


277002 




Contig ID 


71556 l.RlOll 




5 '-most EST 


LIB3066-002-Q1-K1-G2 




Seq. No. 


277003 




Contig ID 


71567 l.RlOll 




5 '-most EST 


LIB3066-002-Q1-K1-H4 




Method 


BLASTX 




NCBI GI 


g3297816 




BLAST score 


142 




E value 


9.0e-09 




Match length 


46 




■ % identity 


59 




NCBI Description 


(AL031032) putative protein [Arabidopsis thali< 




Seq. No. 


277004 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71569_1.R1011 

LIB3066-002-Q1-K1-H6 

BLASTX 

gl21446 

721 

l.Oe-76 

141 

99 

FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE PRECURSOR 

(FD-GOGAT) >gi_100877_pir ^A38596 glutamate synthase 

(ferredoxin) (EC 1.4.7.1) - maize >gi_168477 {M59190) 
ferredoxin-dependent glutamate synthase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277005 

71574_1.R1011 

LIB3066-004-Q1-K1-A11 

BLASTX 

g3236249 

339 

7.0e-32 

111 

58 

(AC004684) hypothetical protein [Arabidopsis thaliana] 
277006 

71575_1.R1011 
tzu700203367.hl 

277007 

71582_1.R1011 

LIB3066-003-Q1-K1-B1 

BLASTX 

g2832642 

198 

5.0e-15 

144 

34 

(AL021710) putative protein [Arabidopsis thaliana] 
277008 

71601_1.R1011 

LIB3066-009-Q1-K1-H6 

BLASTX 

gl657382 

289 

6.0e-26 

88 
65 

(Y09101) cholinephosphate cytidylyltransf erase [Pisuiri 
sativum] 



Seq. No. 
Contig ID 
5 '-most EST 



277009 

71605_1.R1011 
LIB3066-003-Q1-K1-D3 



Seq. No. 

Contig ID 



277010 

71608 l.RlOll 



38626 



5 '-most EST 



LIB3066-055-Q1-K1-H1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277011 

71626_1.R1011 

wen700332631,hl 

BLASTX 

g3287695 

764 

4.0e-81 

298 
54 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C, elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277012 

71626__2.R1011 
uC-zmflb73029c09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277013 

71628_1.R1011 

LIB3066-003-Q1-K1-F6 

BLASTX 

gl34976 

161 

6.0e-ll 

61 
44 

GLUCOSE TRANSPORTER (SUGAR CARRIER) >gi_8 1619_pir S12042 

glucose transport protein STPl - Arabidopsis thaliana 
>gi__16520_emb_CAA39037_ (X55350) glucose transporter 
[Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



277014 

71629_1.R1011 
uC-zmflmol7163a08bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277015 

71640_1.R1011 

LIB3066-048-Q1-K1-D11 

BLASTX 

gll4217 

1065 

l.Oe-116 

271 
81 

ANTHOCYANIN REGULATORY 
regulatory protein R-S 



R-S PROTEIN >gi_82721_pir S06072 

maize >gi_22472__emb_CAA33805_ 



(X15806) R-S protein (AA 1-612) [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277016 

71644_1.R1011 

LIB3066-003-Q1-K1-H12 

BLASTX 

g3641839 

303 

2.0e-27 
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Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
55 

(AL023094) isoflavone reductase - 
thaiiana] 

277017 

71666^1. RlOll 
xdb700341910.hl 



like protein [Arabidopsis 



277018 

71670_1.R1011 
LIB3066-004-Q1-K1-B9 

277019 

71681_1.R1011 
LIB3066-004-Q1-K1-C9 

277020 

71702_1.R1011 

uC-zmflb73083gllb2 

BLASTX 

g4128133 

612 

2.0e-63 

228 
52 

{AJ006068) dTDP-D-glucose 4 , 6-dehydratase [Homo sapiens] 
277021 

71711_1.R1011 
LIB3066-004-Q1-K1-F5 

277022 

71738_1.R1011 

LIB3066-042-Q1-K1-A5 

BLASTX 

g2340108 

363 

5.0e-62 

142 

89 

(U65948) starch branching enzyme Ila [Zea mays] 
277023 

71753_1.R1011 
LIB3066-005-Q1-K1-D4 

277024 

71761_1.R1011 

LIB36-005-Q1-E1-E5 

BLASTX 

g4586105 

473 

3.0e-47 

163 

49 

(AL04 9638) putative protein [Arabidopsis thaiiana] 



38628 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



277025 

71766^1. RlOll 
LIB3066-005-Q1-K1-C2 

277026 

71771_1.R1011 
fdz701159568.hl 

277027 

71780_1.R1011 
uC-zmflmol7342e04bl 

277028 

71793_1.R1011 

uC-zmroteosinte025d05bl 

BLASTX 

g2934902 

1281 

l.Oe-142 

298 

87 

(AF039304) cpSecY [Zea mays] 
277029 

71826_1.R1011 
LIB3066-006-Q1-K1-A10 

277030 

71826_2.R1011 
tzu700205982.hl 

277031 

71827_1.R1011 
LIB3066-038-Q1-K1-C9 

277032 

71827_2.R1011 

LIB30 66-00 6-Q1-K1-A12 

277033 

71842_1.R1011 

LIB3066-006-Q1-K1-B8 

BLASTX 

g2435518 

216 

2.0e-26 

123 
50 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

277034 

71864_1.R1011 
uC-2mflb73245g08b2 



Seq. No. 



277035 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71897_1.R1011 
LIB3066-029-Q1-K1-F4 

277036 

71899_1.R1011 

uC-zmflb73294c01bl 

BLASTX 

g4406780 

1382 

l.Oe-153 

335 
77 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



277037 

71903_1.R1011 
LIB3066-006-Q1-K1-H5 

277038 

71905_1.R1011 
uC-zmroteosinte014e03bl 

277039 

71908_1.R1011 

LIB3067-053-Q1-K1-C4 

BLASTX 

gl497987 

599 

5.0e-62 

163 

72 

(U627 98) SCARECROW [Arabidopsis thaliana] 
277040 

71922_1.R1011 
LIB3066-007-Q1-K1-B2 



Seq. No. 
Contig ID 
5 '-most EST 



277041 

71932_1.R1011 
fwa700099414.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277042 

71932_2.R1011 
uC-zmflmol7097c08bl 

277043 

71934_1.R1011 

LIB3066-007-Q1-K1-C4 

BLASTX 

g3482932 

330 

l.Oe-30 

152 

44 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 



38630 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



277044 

71937__1.R1011 
LIB3066-032-Q1-K1-A5 

277045 

72050_1,R1011 
uC-zmflb73092c03al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277046 

72072_1.R1011 
LIB83-008-Q1-E1-D11 

277047 

72095_1.R1011 

fwa700098648.hl 

BLASTX 

g2500980 

1154 

l.Oe-138 

347 

72 

GLUTAMYL-TRNA SYNTHETASE (GLUTAMATE— TRNA LIGASE) (GLURS) 

>gi_1076718_pir S51684 glutamate — tRNA ligase (EC 

6.1.1.17) precursor - barley >gi_60384 9_einb_CAA58505_ 
{X83523) glutamate — tRNA ligase [Hordeum vulgare] 

277048 

72108_1.R1011 

LIB3066-040-Q1-K1-C4 

BLASTX 

g2505865 

473 

2.0e-47 

160 

23 

(Y12227) putative topoisomerase [Arabidopsis thaliana] 
277049 

72112_1.R1011 
LIB3066-009-Q1-K1-D3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



277050 

72113_1.R1011 

bdu700382170.hl 

BLASTX 

g3169171 

433 

2.0e-42 

149 

51 

{AC004 4 01) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445213 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

277051 

72120_1.R1011 
nwy700448008.hl 



38631 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



277052 

72127_1.R1011 
fwa700099813.hl 

277053 

72139_1.R1011 

uC-zmflmol7262h09bl 

BLASTX 

g3024859 

394 

6.0e-38 

186 
39 

HYPOTHETICAL PROTEIN AF0130 >gi_2650515 (AE001097) 
acetylpolyamine aminohydrolase (aphA) [Archaeoglobus 
fulgidus] 

277054 

72142_1.R1011 
LIB3066-040-Q1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277055 

72161_1.R1011 

LIB3066-010-Q1-K1-A3 

BLASTX 

g4510373 

203 

l.Oe-15 

130 

35 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277056 

72161_2.R1011 

uC- zmf IMo 1 7 0 1 0 cO 5b 1 

277057 

72167_1.R1011 

uC-zmflb73065g01bl 

BLASTX 

g4325372 

245 

3,0e-22 

112 
54 

(AF128396) 
isomerases 



contains similarity to protein disulfide 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277058 

72168_1.R1011 

uC-zmflB73042f01bl 

BLASTX 

g2129635 

337 

2.0e-31 



38632 



Match length 150 
% identity 51 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_1321686_einb_CAA66376_ (X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 



277059 

72168_2.R1011 

LIB3136-020-Q1-K1-C9 

BLASTX 

g4587513 

416 

l.Oe-40 

168 
52 

(AC007060) 
PF 00069. 



Contains eukaryotic protein kinase domain 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



277060 

72184_1.R1011 

vux700157381.hl 

BLASTX 

g3059129 

335 

4 .Oe-31 

192 
39 

(AJ000477) cytochrome P450 [Helianthus tuberosus] 



277061 

72200_1.R1011 

LIB3066-010-Q1-K1-F12 

BLASTX 

g3688209 

335 

2.0e-31 

109 
65 

(AJ010093) MAP3K beta 1 protein kinase 



[Brassica napus] 



277062 

72219_1.R1011 

LIB3066-010-Q1-K1-H3 

BLASTX 

g629792 

285 

2.0e-25 

143 

44 

cysteine proteinase - rice >gi_530335_emb_CAA56844_ 
(X80876) cysteine protease [Oryza sativa] 

277063 

72223_1.R1011 
uC-zmflmol7295a02bl 



Seq. No. 



277064 



38633 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



72245_1.R1011 
LIB3066-011-Q1-K1-C2 

277065 

72275_1.R1011 

LIB3066-011-Q1-K1-F12 

BLASTX 

g4539335 

862 

2.0e-92 

407 

41 

(AL035539) putative protein [Arabidopsis thaliana] 
277066 

72293_1.R1011 

LIB3066-032-Ql-Kl-'G3 

BLASTX 

g3548808 

409 

4.0e-40 

96 
74 

(AC005313) unknown protein [Arabidopsis thaliana] 
277067 

72303^1. RlOll 
LIB3066-012-Q1-K1-A1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



277068 

72304_2.R1011 

LIB84-017-Q1-E1-A7 

BLASTX 

g2980762 

468 

l.Oe-46 

183 
52 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
277069 

72312_1.R1011 
LIB3066-016-Q1-K1-F7 

277070 

72312_2.R1011 
pmx700085541.hl 

277071 

72312_3.R1011 
LIB3066-030-Q1-E1-E2 

277072 

72319_1.R1011 

LIB3066-012-Q1-K1-B2 

BLASTX 

g4490311 



38634 



BLAST score 

.E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



513 

3.0e-52 

136 

67 

(AL035678) putative protein [Arabidopsis thaliana] 
277073 

72320_1.R1011 
bdu700382829.hl 

277074 

72323_1.R1011 

nwy700443606.hl 

BLASTX 

g4584545 

435 

l.Oe-42 

249 
41 

(AL049608) putative protein [Arabidopsis thaliana] 
277075 

72356_1.R1011 
LIB3066-012-Q1-K1-E9 

277076 

72370_1.R1011 

uC-zmflb73177f01bl 

BLASTX 

g541824 

432 

2.0e-42 

182 

51 

protein kinase - spinach >gi_4 577 09_emb_CAA82991_ (Z30330) 
protein kinase [Spinacia oleracea] 

277077 

72388_1.R1011 
uC-zmflmol7105hl2bl 

277078 

72400_1.R1011 
LIB3066-013-Q1-K1-H9 



Seq. No. 

Contig ID 
5 '-most EST 



277079 

72400_2.R1011 
LIB3069-012-Q1-K1-A4 



Seq. No. 

Contig ID 
5 '-most EST 



277080 

72400_3.R1011 
LIB3066-04 9-Q1-K1-D6 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



277081 

72459_1.R1011 
uC-zmflmol707 6cl0bl 
BLASTX 



38635 



NCBI GI 

BLAST score 

-E value 

Match length 

% identity 

NCBI Description 



g4210504 
526 

2.0e-58 

227 
52 

(AC002392) putative cadmium-transporting ATPase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277082 

72490_1.R1011 

LIB3136-002-P1-K1-G4 

BLASTX 

g3258575 

181 

4.0e-21 

72 
75 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
277083 

72493_1.R1011 
ymt700224433.hl 



Seq, No. 

Contig ID 
5 '-most EST 



277084 

72493_3.R1011 
ceu700430163.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277085 

72495_1.R1011 
LIB3066-014-Q1-K1-C2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277086 

72515__1.R1011 

uC-zmflb73183hllbl 

BLASTX 

g4455272 

309 

6.0e-28 

142 
48 

(AL035527) subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277087 

72515_2.R1011 
uC-zmflb73051cl2a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277088 

72534_1.R1011 

LIB30 66-014-Q1-K1-G1 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



38636 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277089 

72542_1.R1011 

LIB3066-042-Q1-K1-F2 

BLASTX 

g3212865 

518 

l.Oe-52 

202 
56 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277090 

72546_1.R1011 

uC-zmflmol7204al0bl 

BLASTX 

g2104535 

268 

3.0e-23 

96 

58 

(AF001308) T10M13.13 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277091 

72555_1.R1011 
xyt700344275.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277092 

72612_1.R1011 
uwc700155282.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277093 

72619_1.R1011 

LIB3066-015-Q1-K1-F6 

BLASTX 

g3046815 

485 

6. Oe-75 

226 

65 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277094 

72629_1.R1011 
LIB3066-029-Q1-K1-E7 



Seq. No. 

Contig ID 
5 '-most EST 



277095 

72635_1.R1011 
LIB3066-015-Q1-K1-H11 



Seq. No. 

Contig ID 
5 '-most EST 



277096 

72644_1.R1011 
yyf700349863.hl 



Seq. No. 

Contig ID 
5 '-most EST 



277097 

72654_1.R1011 
LIB3066-016-Q1-K1-B2 



38637 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277098 

72672_1-R1011 

LIB3066-016-Q1-K1-C7 

BLASTX 

g2498731 

395 

3.0e-38 

116 

63 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi 1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_88 6428_emb_CAA8 9838_ (Z4 97 68) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 


277099 


Contig ID 


72683 l.RlOll 


S ' -most EST 


LIB30 66-01 6-Q1-K1-D7 




BLASTX 


NCBI GI 


g3297815 


BLAST score 


388 


Hj V d J- Lit; 


3. Oe-37 




113 


% identity 


64 


NCBI Description 


(AL031032) putative protf 


Ccrr Kirs 
O e q « IN O « 


277100 


Contig ID 


72697 l.RlOll 


5^ -most EST 


xsy700212418 .hi 




BLASTX 






D-LiriO J- oOvJ-LC 


517 


TP TT a 1 n o 
Hi VclXU.t; 


3 . Oe-52 




227 


@r T Honi" "i 1" \/ 


49 




(AC002388) unknown prote 


Seq. No. 


277101 


Contig ID 


72701 l.RlOll 


5 '-most EST 


LIB3066-016-Q1-K1-F5 


Seq. No. 


277102 


Contig ID 


72701 3.R1011 


5 '-most EST 


rvl700457252.hl 


Seq. No. 


277103 


Contig ID 


72741 l.RlOll 


5 '-most EST 


LIB30 66-017-Q1-K1-B9 


Seq. No. 


277104 


Contig ID 


72752 l.RlOll 


5 '-most EST 


xmt700266517.hl 


Method 


BLASTX 


NCBI GI 


g3548815 


BLAST score 


470 


E value 


8.0e-47 


Match length 


161 


% identity 


56 



38638 



NCBI Description (AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277105 

72752_2.R1011 

LIB3067-043-Q1-K1-B5 

BLASTX 

g3702343 

521 

9.0e-53 

135 

76 

(AC005397) putative homeotic gene regulator [Arabidopsis 
thaliana] 



Seq. No. 


277106 




72796 l.RlOll 


D ~moSL JiiOi 


nr-y-mflmol 7?S7el2bl 


Method 


BLASTX 


NCBI GI 


g2804278 


oLfio 1 score 




TP -f T — > "1 T T 


1 . Oe-113 


Match length 


240 


% identity 


82 




(AB003516) squalene epoxidase 


Seq. No. 


277107 


Contig ID 


72796 2.R1011 


D iLlOS U JliO 1 


T,TR^n68-0 60-Ol-Kl-E8 


Method 








nij/ioi score 


J u o 


TP Tr :a 1 1 1 A 


1 . Oe-27 


riai^dl Xciiy Lii 


70 


9- T 4" T ^ T 7 

-6 laenmi^y 




NCBI Descriotion 


(AB003516) squalene epoxidase 


Seq. No. 


277108 


Contig ID 


72813 l.RlOll 


5 '-most EST 


ypc700805379,hl 


Seq. No. 


277109 


Contig ID 


72815 l.RlOll 


5 '-most EST 


bdu700382305.hl 


Seq. No. 


277110 


Contig ID 


72830 l.RlOll 


5 '-most EST 


uC-zmflmol728 9f01bl 


Seq. No. 


277111 


Contig ID 


72837 l.RlOll 


5 '-most EST 


LIB3066-018-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g473185 


BLAST score 


69 


E value 


2.0e-30 


Match length 


101 



38639 



% identity 92 

NCBI Description Z.mays U3snRNA pseudogene 

Seq. No. 277112 

Contig ID 72852_1 .RlOll 

5 '-most EST uC-ziuflmol7258c09bl 

Seq. No. 277113 

Contig ID 72925_1 . RlOll 

5 '-most EST uC-zmf lmol7113dl2al 

Seq. No. 277114 
Contig ID 72926_1 .RlOll 

5'-most EST bdu700382955 .hi 

Method BLASTX 
NCBI GI g3287683 
BLAST score 17 7 

E value l.Oe-18 
Match length 104 

% identity 50 . o .^cn/irc 

NCBI Description (AC003979) Similar to apoptosis protein MA-3 gb_D5046b 
Mus musculus. [Arabidopsis thaliana] 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 277116 

Contig ID 72938^1 . RlOll 

5 '-most EST LIB84-014-Q1-E1-E12 

Method BLASTX 

NCBI GI gl800219 

BLAST score 1011 

E value l.Oe-110 

Match length 214 

% identity 92 

NCBI Description (U56731) phytochrome C [Sorghum bicolor] 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq, No. 277118 



277115 

72932__1. RlOll 

xjt700092721.hl 

BLASTX 

gl946366 

145 

6,0e-09 

53 
55 

(U93215) unknown protein [Arabidopsis thaliana] 



277117 

72960^1. RlOll 
LIB3066-019-Q1-K1-H7 
BLASTX 
g4510340 
207 

2.0e-16 

119 
42 

(AC006921) hypothetical protein [Arabidopsis thaliana] 



38640 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72964_1.R1011 
LIB3066-020-Q1-K1-A9 

277119 

73007_1.R1011 

ymy700282548.h2 

BLASTX 

gl323748 

219 

9.0e-18 

70 

59 

{U32430) thiol protease 



[Triticum aestivum] 



277120 

73018_1.R1011 

uwc700152030,hl 

BLASTX 

g4512651 

926 

l.Oe-102 

321 

54 

{AC007048) putative tyrosine transaminase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



277121 

73020_1.R1011 
LIB3066-020-Q1-K1-F11 

277122 

73038_1.R1011 

uC-zmflb73264hllbl 

BLASTX 

gl25606 

218 

l.Oe-17 

89 
54 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_10 04 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_2257 6_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 

277123 

73060_1.R1011 

LIB3066-021-Q1-K1-B12 

BLASTX 

g4586056 

221 

6.0e-18 

121 
46 

(AC007020) unknown protein [Arabidopsis thaliana] 
277124 

73066 l.RlOll 



38641 



5^ -most EST 



LIB3066-021-Q1-K1-B7 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277125 

73077__1.R1011 
uC-zmflb73208h07bl 

277126 

73093_1.R1011 

uC-zmflmol7 070h04bl 

BLASTX 

gl076498 

334 

l.Oe-30 

148 

46 

zinc-finger protein (C-terminal) 
>gi_558543_emb_CAA85320_ (Z36749) 
[Glycine max] 



- soybean 

C-terminal zinc- finger 



Seq. No, 


277127 


Contig ID 


73104 l.RlOll 


5 '-most EST 


LIB3066-021-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2827709 


BLAST score 


695 


E value 


2,0e-73 


Match length 


173 


% identity 


75 


NCBI Description 


(AL021684) predicted 


Seq. No, 


277128 


Contig ID 


73158 l.RlOll 


5 '-most EST 


LIB3066-023-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2264373 


BLAST score 


490 


E value 


2.0e-49 


Match length 


160 


% identity 


58 


NCBI Description 


(AC002354) putative 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
277129 

73170_1.R1011 
pmx700082243.hl 

277130 

73178_1,R1011 

LIB3066-023-Q1-K1-C11 

BLASTX 

gl673366 

340 

l,0e-31 

141 

52 

(Z22673) cytosolic tRNA-Ala synthetase [Arabidopsis 
thaliana] 



38642 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277131 

73180_1.R1011 

ypc700799080.hl 

BLASTX 

g32709 

1292 

l.Oe-143 

379 

63 

(X62570) IFP53 [Homo sapiens] 
277132 

73180_3.R1011 

yyf700351995.hl 

BLASTX 

g2982724 

193 

7.0e-15 

54 

70 

(AB012222) tryptophan-tRNA synthetase [Cavia porcellus] 
277133 

73183_1.R1011 

LIB3066-023-Q1-K1-C5 

BLASTX 

g4417289 

179 

5.0e-13 

83 

41 

{AC007019) unknown protein [Arabidopsis thaliana] 
277134 

73185_1.R1011 
nbm700467854.hl 



Seq. No, 

Contig ID 
5^ -most EST 



277135 

73186_1.R1011 
wty700166327.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277136 

73194_1.R1011 
LIB3066-023-Q1-K1-D7 



Seq. No. 

Contig ID 
5 '-most EST 



277137 

73249_1.R1011 
LIB3066-024-Q1-K1-A6 



Seq. No. 
Contig ID 
5 '-most EST 



277138 

73256_1.R1011 
uC-zmflmol7155a08bl 



Seq, No. 
Contig ID 
5 '-most EST 



277139 

73270_1.R1011 
LIB3066-024-Q1-K1-C6 



38643 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



BLASTX 

g4454484 

571 

7.0e-59 

159 
72 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 

277140 

73275__1.R1011 
LIB3066-04 9-Q1-K1-F3 

277141 

73280__1.R1011 
LIB3066-037-Q1-K1-B1 

277142 

73291_1.R1011 

LIB3066-024-Q1-K1-E6 

BLASTX 

g2781347 

1088 

l.Oe-119 

294 

71 

(AC003113) F2401.3 [Arabidopsis thaliana] 
277143 

73310^1. RlOll 

LIB3066-024-Q1-K1-G2 

BLASTN 

g2062705 

36 

2.0e-10 

36 

100 

Human butyrophilin (BTF5) mRNA, complete cds 



277144 

73328_1.R1011 

hvj700618712.hl 

BLASTX 

g4587550 

174 

4.0e-12 

84 
39 

(AC006577) EST gb_R64848 comes 
thaliana] 

277145 

73352_1.R1011 
LIB3066-025-Q1-K1-C5 



from this gene. [Arabidopsis 



277146 

73372 l.RlOll 



38644 



5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



yyf700350967.hl 
277147 

73375_1.R1011 
LIB3066-025-Q1-K1-E9 

277148 

73385_1.R1011 

gct701167421.hl 

BLASTX 

g2245020 

488 

4 .Oe-57 

156 
65 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
277149 

73393_1.R1011 

uC-zmroteosinte002hllbl 

BLASTX 

g2245125 

168 

2.0e-ll 

72 
50 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
277150 

73393_2 .RlOll 

uC- zmf lmol7 1 8 0b05bl 

BLASTX 

g2245125 

150 

3.0e-09 

39 
69 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
277151 

73413_1. RlOll 

uC-2mflb73183g05bl 

BLASTX 

g4469024 

753 

l.Oe-106 

265 
68 

(AL035602) putative protein [Arabidopsis thaliana] 
277152 

73417_1. RlOll 
LIB3066-038-Q1-K1-D7 

277153 

73421^1. RlOll 
kem700611159.hl 



38645 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277154 

73423_1.R1011 

LIB3066-026-Q1-K1-C1 

BLASTX 

g2673914 

1159 

l.Oe-127 

394 
55 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
277155 

73423_2.R1011 

wty700166662.hl 

BLASTX 

g2673914 

201 

2.0e-15 

57 
65 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
277156 

73425__1.R1011 
LIB3066-026-Q1-K1-C12 

277157 

73438_1.R1011 

pmx700088991.hl 

BLASTX 

g4646202 

195 

5.0e-15 

50 

72 

(AC007230) ESTs gb_H76289 and gb_H76537 come from this 
gene. [Arabidopsis thaliana] 

277158 

73449_1.R1011 

LIB3066-026-Q1-K1-E5 

BLASTX 

gl617270 

738 

2.0e-78 

204 

67 

(X94624) acyl-CoA synthetase [Brassica napus] 
277159 

73463_1.R1011 
uC-zmflb73045dlla2 



Seq. No. 
Contig ID 
5 '-most EST 



277160 

73465_1.R1011 
LIB3066-050-Q1-K1-H7 



38646 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g4581150 

205 

4.0e-16 

92 
45 

(AC006919) hypothetical protein [Arabidopsis thaliana] 
277161 

73474_1.R1011 
LIB3066-026-Q1-K1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277162 

73489_1.R1011 

cyk700050293.fl 

BLASTX 

g2130024 

249 

4.0e-21 

130 
48 

DNA-binding protein ABF2 
>g i_l 15987 9_emb_C7^8 8 3 3 1_ 
[Avena fatua] 



wild oat 

{Z48431) DNA-binding protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277163 

73489_2.R1011 

dyk700103579.hl 

BLASTX 

g2130024 

248 

5.0e-21 

92 

58 

DNA-binding protein ABF2 - wild oat 

>gi_115987 9_emb_CAA88331_ (Z48431) DNA-binding protein 
[Avena fatua] 



Seq. No. 
Contig ID 
5 '-most EST 



277164 

73509_1.R1011 
LIB3066-027-Q1-K1-C2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277165 

73511_1.R1011 

LIB3066-051-Q1-K1-G2 

BLASTX 

g4567279 

484 

l.Oe-48 

173 

54 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277166 

73516__1.R1011 
LIB3066-027-Q1-K1-D1 



38647 



Method 


BLASTX 




NCBI GI 


gl001499 




BLAST score 


426 




E value 


3.0e-44 




Match length 


214 




% identity 


47 




NCBI Description 


(D64 000) hypothetical 


protein 


Seq, No. 


277167 




Contig ID 


73519 l.RlOll 




5 '-most EST 


uC-zmflmol7067b05bl 




Seq, No. 


277168 




Contig ID 


73535 l.RlOll 




5 '-most EST 


uC-zmflb73058e03bl 




Method 


BLASTX 




NCBI GI 


g2160185 




BLAST score 


613 




E value 


l,0e-63 




Match length 


213 




% identity 


54 




NCBI Description 


{AC000132) Similar to 


S . pombe 




[Arabidopsis thaliana] 




Seq. No. 


277169 




Contig ID 


73549 l.RlOll 




5 '-most EST 


hvj700619204 .hi 




Method 


BLASTX 




NCBI GI 


gl652860 




BLAST score 


198 




E value 


5. Oe-15 




Match length 


142 




% identity 


37 




NCBI Description 


(D90909) hypothetical 


protein 


Seq. No. 


277170 




Contig ID 


73556 l.RlOll 




5* -most EST 


uC-zmflb73236gllbl 




Seq. No. 


277171 




Contig ID 


73562 l.RlOll 




5 '-most EST 


LIB3066-027-Q1-K1-H2 




Method 


BLASTX 




NCBI GI 


g3150415 




BLAST score 


475 




E value 


2.0e-47 




Match length 


104 




% identity 


81 




NCBI Description 


(AC004165) 3ecl3-related prote 




>gi__3420046 (AC00468Q) 


secl3-r 




thaliana] 




Seq. No. 


277172 




Contig ID 


73562 2.R1011 




5 '-most EST 


uC-zmflmol7078c05al 




Method 


BLASTX 




NCBI GI 


g3150415 





(gb_D83992) 



38648 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



202 

7.0e-16 

44 

80 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 

277173 

73566_1.R1011 

uC-zmflb73236f08bl 

BLASTX 

g404690 

213 

5.0e-17 

110 
37 

(L19075) cytochrome P450 [Catharanthus roseus] 
277174 

73590_1.R1011 
dyk700104111.hl 

277175 

73592_1.R1011 

LIB3066-028-Q1-K1-C4 

BLASTX 

g2944385 

480 

3.0e-48 

123 
75 

(AF048691) calciiom dependent protein kinase [Oryza sativa] 
277176 

73599_1.R1011 
LIB3068-002-Q1-K1-B9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277177 

73603_1.R1011 

LIB3066-028-Q1-K1-D5 

BLASTX 

g3738285 

194 

7.0e-15 

79 

49 

(AC005309) unknown protein [Arabidopsis thaliana] 
277178 

73610_1.R1011 

LIB3066-028-Q1-K1-E2 

BLASTX 

g4559380 

613 

l.Oe-63 
186 



38649 



% identity 

NCBI Description 



61 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



277179 

73613_1.R1011 
nbm700477544.hl 

277180 

73614_1.R1011 
pmx700089222.hl 

277181 

73618_1.R1011 

LIB3066-028-Q1-K1-F10 

BLASTX 

g3157927 

231 

4.0e-19 

70 
70 

(AC002131) Contains similarity to GDP-dissociation 
inhibitor gb_L07918 from Mus musculus. [Arabidopsis 
thaliana] 

277182 

73643_1.R1011 
wuj700282108.hl 

277183 

73645_1.R1011 

rvl700457051.hl 

BLASTX 

g3128173 

658 

5.0e-69 

145 

85 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
277184 

73651_1.R1011 
LIB3068-043-Q1-K1-F2 

277185 

73667__1.R1011 
uC-zmflmol7020c07bl 

277186 

73668_1.R1011 
LIB3066-029-Q1-K1-B6 

277187 

73674 l.RlOll 
uC-zmrob73011dl0bl 



Seq. No. 



277188 



38650 



# 



Contig ID 
5* -most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



73674_2,R1011 
LIB3066-029-Q1-K1-C11 

277189 

73687_1.R1011 

fdz701161736.hl 

BLASTX 

g3292826 

274 

l.Oe-23 

120 

62 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
277190 

73697_1.R1011 
LIB3066-029-Q1-K1-E11 

277191 

73730^1. RICH 

uC-zmflb73065dl0bl 

BLASTX 

g2499115 

1021 

l.Oe-111 

250 

74 

VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 

277192 

73744_1.R1011 

LIB3066-030-Q1-E1-A5 

BLASTX 

g4490311 

332 

5.0e-31 

113 

57 

(AL035678) putative protein [Arabidopsis thaliana] 
277193 

73746_1.R1011 
LIB3066-030-Q1-K1-H6 

277194 

73753_1.R1011 
LIB3066-030-Q1-E1-B4 

277195 

73757_1.R1011 
LIB3066-030-Q1-E1-B8 

277196 

73759_1.R1011 
LIB3066-030-Q1-E1-C1 



38651 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



277197 

73764__1.R1011 

LIB3066-030-Q1-K1-F10 

BLASTX 

g3056725 

260 

l.Oe-22 

133 
42 

(AF034774) ent-kaurene synthase [Arabidopsis thaliana] 
277198 

73770_1.R1011 
LIB3066-030-Q1-K1-E1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277199 

73772_1.R1011 

LIB3066-035-Q1-K1-D1 

BLASTX 

g2894598 

370 

4,0e-35 

121 

61 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277200 

737B0_1.R1011 
LIB3066-030-Q1-E1-E12 



Seq. No. 

Contig ID 
5 '-most EST 



277201 

73784_1.R1011 
LIB3066-030-Q1-K1-D8 



Seq. No. 

Contig ID 
5 '-most EST 



277202 

73791_1.R1011 
LIB3066-030-Q1-E1-F11 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277203 

73805_1.R1011 

LIB3066-030-Q1-E1-G4 

BLASTX 

g2979545 

193 

l.Oe-14 

121 
40 

(AC003680) unknown protein [Arabidopsis thaliana] 
277204 

73805_2.R1011 

LIB3136-019-Q1-K1-C8 

BLASTX 

g2979545 

479 

5.0e-48 
135 



38652 



% identity 


65 


NCBI Description 


(AC003680) unknown protein [Arab 


Seq. No. 


277205 


Contig ID 


73806 l.RlOll 


5 '-most EST 


LIB3066-030-Q1-K1-B8 


Method 


BLASTX 


NLBI CjI 


g4 (JO o4 yu 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


127 


% identity 


40 


NCBI Description 


(AC005896) hypothetical protein 


Seq. No. 


277206 


Contig ID 


73895 l.RlOll 


5 '-most EST 


LIB3066-030-Q1-K1-H11 


Seq. No. 


277207 


Contig ID 


73913 l.RlOll 


5 '-most EST 


LIB3066-033-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g629852 


BLAST score 


zlo 


E value 


3.0e-17 


Match length 


190 


% identity 


34 


NCBI Description 


polygalacturonase - maize >gi 28 




polygalacturonase [Zea mays] 


Seq. No. 


277208 


Contig ID 


73913 2,R1011 


5 '-most EST 


LIB3066-032-Q1-E1-G5 


Method 


BLASTX 


NCBI GI 


g629852 


BLAbi score 




E value 


3.0e-29 


Match length 


259 


% identity 


39 


NCBI Description 


polygalacturonase - maize >gi 28 




polygalacturonase [Zea mays] 


Seq. No. 


277209 


Contig ID 


73946 l.RlOll 


5 '-most EST 


LIB3066-031-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g548597 


BLAST score 


145 


E value 


5.0e-09 


Match length 


103 


% identity 


39 


NCBI Description 


PROFILIN 


Seq. No. 


277210 


Contig ID 


73954 l.RlOll 


5 '-most EST 


LIB3066-031-Q1-E1-E12 



(X65845) 



(X65845) 



38653 



11 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method ■ 
NCBI GI 
BLAST score 
E value 
Match length 



277211 

73982_1.R1011 
LIB3066-032-Q1-E1-H12 

277212 

73991_1.R1011 

pwr700450516.hl 

BLASTX 

g3395938 

359 

5.0e-34 

96 

41 

(AF07 6924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

277213 

74001__1.R1011 

LIB3066-031-Q1-K1-B1 

BLASTX 

g3785987 

161 

6.0e-ll 

62 

58 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
277214 

74007_1.R1011 

uC-zmflmol7 039d02al 

BLASTX 

g3643607 

1203 

l.Oe-132 

272 

79 

(AC005395) unknown protein [Arabidopsis thaliana] 
277215 

74171_1.R1011 

LIB3069-050-Q1-K1-H8 

BLASTX 

g2842486 

360 

7.0e-34 

114 

62 

(AL021749) putative protein [Arabidopsis thaliana] 
277216 

74171_2.R1011 

LIB3066-043-Q1-K1-C7 

BLASTX 

g4056457 

358 

l.Oe-33 

121 



38654 



% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



56 

{AC005990) ESTs gb_234051 and gb__F13722 come from this 
gene. [Arabidopsis thaliana] 

277217 

74171_3.R1011 

uC-zmflmol707 8b07bl 

BLASTX 

g4056457 

192 

2.0e-14 

59 

66 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 

277218 

74180_1.R1011 

LIB3066-032-Q1-K1-C2 

BLASTN 

g2062705 

36 

l.Oe-10 

36 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
277219 

74183_1.R1011 
uC-zmflmol7155d04bl 



Seq. No. 
Contig ID 
5 '-most EST 



277220 

74183_2.R1011 
uC-zmroteosinte017f02bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



277221 

74183_5.R1011 
cyk700050510.fl 

277222 

74199_1.R1011 

uC-2mflmol7 001dlObl 

BLASTX 

g2492782 

906 

9.0e-98 

261 
65 

ALPHA-GALACTOSIDASE PRECURSOR (MELIBIASE) 

(ALPHA-D-GALACTOSIDE GALACTOHYDROLASE) >gi_504489 (L27992) 
alpha-galactosidase [Coffea arabica] 

277223 

74208_1.R1011 
wyr700238129.hl 



Seq. No. 



277224 



38655 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



74211_1.R1011 
uC-zmflmol7025c03al 

277225 

74215_1.R1011 
uC-zmroteosintell5g04bl 

277226 

74249_1.R1011 
LIB3066-033-Q1-E1-A3 

277227 

74250_1,R1011 
LIB3066-033-Q1-E1-A5 

277228 

74253_1.R1011 
LIB3066-033-Q1-E1-A8 

277229 

74272_1.R1011 
LIB3066-033-Q1-E1-G10 

277230 

74277_1.R1011 

LIB30 66-033-Q1-E1-F12 

277231 

74324_1.R1011 
wyr700242195.hl 

277232 

74330_1.R1011 
LIB3066-033-Q1-K1-A4 

277233 

74346_1.R1011 
uC-zmflmol7174d01bl 

277234 

74347_1.R1011 

LIB3066-033-Q1-K1-C1 

BLASTX 

g3297818 

237 

l,0e-19 

93 
40 

(AL031032) putative protein [Arabidopsis thaliana] 
277235 

74347_2.R1011 
hbs701182767.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277236 

74349_1.R1011 
uC-zmflmol7339b08bl 



38656 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2352084 

229 

2.0e-18 

52 
85 

(U96613) 



serine/threonine kinase [Arabidopsis thaliana] 



277237 

74349_2.R1011 

LIB3066-033-Q1-K1-C11 

BLASTX 

g2352084 

367 

4.0e-35 

118 

63 

(U96613) serine/threonine kinase 



[Arabidopsis thaliana] 



277238 

74351_1.R1011 

uC-zmflmol704 4h02al 

BLASTX 

gl33918 

329 

2.0e-30 

62 
98 

CHLOROPLAST 30S RIBOSOMAL PROTEIN 82 >gi_7 08 61_pir R3WT2 

ribosomal protein S2 - wheat chloroplast >gi_552977 
(M35396) ribosomal protein S2 [Triticum aestivum] 

277239 

74379_1.R1011 

LIB3066-033-Q1-K1-F1 

BLASTX 

g4138581 

613 

9.0e-64 

193 

41 

(X98474) mitochondrial energy transfer protein [Solanum 
tuberosum] 

277240 

74390_1.R1011 

pwr700453152.hl 

BLASTX 

g3341686 

247 

4.0e-21 

69 
62 

{AC003672) putative glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 



277241 



38657 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74402_1.R1011 

mwy700440369.hl 

BLASTX 

g4646208 

295 

l.Oe-26 

235 

33 

(AC007230) Contains similarity to F13P17.8 gi__3337355 
hypothetical protein from Arabidopsis thaliana BAC 
gb_AC004481 



Seq. No. 
Contig ID 
5 '-most EST 



277242 

74411_1.R1011 
LIB3066-033-Q1-K1-H9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277243 

74430_1.R1011 

LIB3066-034-Q1-K1-B5 

BLASTX 

g2262111 

556 

4.0e-57 

163 
64 

{AC002343) ribitol dehydrogenase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277244 

74434__1.R1011 

LIB3066-055-Q1-K1-H4 

BLASTX 

g3763916 

169 

7.0e-12 

86 

42 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124 .1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

277245 

74466__1,R1011 

wyr700239189.hl 

BLASTX 

g3292831 

594 

3,0e-61 

153 

69 

(AL031018) putative serine/threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



277246 

74472_1.R1011 

LIB3066-034-Q1-K1-F6 

BLASTX 



38658 



NCBI GI 


g4417293 


BLAST score 


322 


j_i V a. -1- L>L^ 


7 . Oe-30 


Match length 


86 


% identity 


72 


NCBI Description 


(AC007019) unknown protein [Arabidopsis thaliana] 


Sea No 


277247 


Contia ID 


74507 l.RlOll 


5 '-most EST 


LIB3066-035-Q1-K1-B10 


Seq. No. 


277248 


Contig ID 


74543 l.RlOll 


S'-most EST 


uC-zmflb73241hl0b2 


Method 


BLASTX 


NCBI GI 


g4263B21 


BLAST score 


430 


E value 


2.0e-42 


Match length 


123 


% identity 


72 


NCBI Description 


(AC006067) hypothetical protein [Arabidopsis thaliana] 


kJ C • VisJ * 


277249 


font \ a in 


74594 l.RlOll 


5 '-most EST 


LIB3066-036-Q1-K1-C1 


o t; L£ • LN u . 


277250 


Contia ID 


74601 l.RlOll 




uC-zmroteosinte084c03bl 


Method 


BLASTX 


NCBI GI 


g4539369 


BLAST score 


262 


E value 


l.Oe-22 


Match length 


86 


% identity 


60 


NCBI Description 


(AL04 9525) putative protein [Arabidopsis thaliana] 


Seq. No. 


277251 


Contig ID 


74611 l.RlOll 


5 '-most EST 


LIB3066-036-Q1-K1-E5 


Sea No 


277252 


print 1 a TD 


74629 l.RlOll 


5 '-most EST 


cyk700048231. f 1 




277253 


Cnn t i a ID 


74634 l.RlOll 


S ' -most EST 


LIB30'66-036-Ql-Kl-H4 


Method 


BLASTX 


NCBI GI 


g3643608 


BLAST score 


212 


E value 


7.0e-17 


Match length 


62 


% identity 


56 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana; 


Seq. No. 


277254 



38659 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74649_1.R1011 

fwa700098728.hl 

BLASTX 

g2582822 

496 

4.0e-59 

147 
78 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277255 

74676_1.R1011 

LIB3066-037-Q1-K1-D7 

BLASTX 

g4138722 

402 

3,0e-39 

106 

74 

(Y09590) hexose transporter [Vitis vinifera] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277256 

74684__1.R1011 

uC-zmflmol7297g02bl 

BLASTX 

g2688824 

145 

6.0e-09 

62 
53 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277257 

74688_1.R1011 

LIB3066-037-Q1-K1-E8 

BLASTX 

g3047065 

216 

5.0e-17 

58 
60 

(AF058825) contains similarity to human OS-9 
(GB:U41635) [Arabidopsis thaliana] 



precurosor 



Seq, No. 
Contig ID 
5 '-most EST 



277258 

74698_1.R1011 

LIB30 66-037-Q1-K1-F6 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277259 

74704__1.R1011 

LIB30 66-037-Q1-K1-G12 

BLASTX 

g2809263 

196 

5.0e-15 



38660 



Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



119 
34 

(AC002560) 



F21B7.32 [Arabidopsis thaliana] 



277260 

74730_1.R1011 
LIB3066-038-Q1-K1-B6 

277261 

74760_1.R1011 

LIB3066-038-Q1-K1-E2 

BLASTX 

g3548815 

195 

7.0e-15 

152 

38 

(AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] 

277262 

74767_1.R1011 

LIB3067-021-Q1-K1-E9 

BLASTX 

g4165323 

198 

3.0e-15 

59 

63 

(AB022442) p-type H+-ATPase [Vicia faba] 
277263 

74786_1.R1011 

fwa700099972.hl 

BLASTX 

g4490719 

186 

7.0e-14 

62 

52 

(AL035709) putative protein [Arabidopsis thaliana] 
277264 

74799_2.R1011 
gct701176129,hl 

277265 

74804_1.R1011 
uC~zmflmol705 9el0al 

277266 

74822_1.R1011 

LIB30 66-04 0-Q1-K1-D2 

BLASTX 

g3395439 

261 

l.Oe-22 



38661 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



94 
59 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
277267 

74860_1,R1011 
LIB3066-042-Q1-K1-A11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277268 

74860_2,R1011 

cyk700049245.fl 

BLASTX 

g3879167 

189 

3,0e-14 

103 

35 

(Z66515) similar to FAD-1 like protein; cDNA EST yk313hl.5 
comes from this gene; cDNA EST yk4 57a9.3 comes from this 
gene; cDNA EST yk457a9.5 comes from this gene 
[Caenorhabditis elegans] 

277269 

74861_1.R1011 

LIB30 66-042-Q1-K1-A12 

BLASTX 

g4063748 

355 

2.0e-33 

116 
56 

(AC005851) unknown protein [Arabidopsis thaliana] 
277270 

74866_1.R1011 

LIB84-029-Q1-E1-F4 

BLASTX 

g4263704 

510 

3.0e-51 

234 

41 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

277271 

74866_2.R1011 
xsy700207331.hl 

277272 

74879_1.R1011 

LIB3066-042-Q1-K1-B9 

BLASTX 

g3367523 

179 

6.0e-13 

76 



38662 



% identity 

NCBI Description 



47 

(AC004392) ESTs gb_AA728658 and gb__N95943 come from this 
gene, [Arabidopsis thaliana] 



Seq. No. 


277273 


Contig ID 


74894 l.RlOll 


5 '-most EST 


LIB3066-042-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq, No. 


21121 A 


Contig ID 


74910 l.RlOll 


5 '-most EST 


xsy700213777.hl 


Method 


BLASTX 


NCBI GI 


g2980781 


BLAST score 


285 


E value 


3.0e-25 


Match length 


186 


% identity 


35 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


277275 


Contig ID 


74913 l.RlOll 


5 '-most EST 


dyk700106511.hl 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


253 


E value 


2 . Oe-21 


Match length 


148 


% identity 


36 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare] 


Seq. No. 


277276 


Contig ID 


74923 l.RlOll 


5 '-most EST 


gwl700613493.hl 


Seq. No. 


277277 


Contig ID 


74929 l.RlOll 


5 '-most EST 


LIB30 66-04 2-Q1-K1-G3 


Seq. No. 


277278 


Contig ID 


74938 l.RlOll 


5 '-most EST 


LIB3069-032-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl510135 


BLAST score 


592 


E value 


4.0e-61 


Match length 


167 


% identity 


63 


NCBI Description 


(D86574) iron-sulfur subunit of succinate dehydrogen 




[Plasmodium falciparum] 



38663 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277279 

74938_2.R1011 

tzu700205706.hl 

BLASTX 

g3860614 

399 

l.Oe-38 

113 

64 

(AJ235270) SUCCINATE DEHYDROGENASE IRON-SULFUR PROTEIN 
(sdhB) [Rickettsia prowazekii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277280 

74983_1.R1011 

rvt700549584.hl 

BLASTX 

g3041758 

172 

6.0e-12 

173 
33 

(D85081) unnamed protein product [Escherichia coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277281 

74993_1.R1011 

uC-zmflb73134b02bl 

BLASTX 

g2246376 

466 

l.Oe-46 

178 

59 

(Z86093) b-Zip DNA binding protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277282 

75000_1.R1011 
uC-zmrob7 3079a05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277283 

75011^1. RlOll 

LIB3066-043-Q1-K1-G4 

BLASTX 

g4455275 

227 

4.0e-18 

156 
41 

(AL035527) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277284 

75038_1.R1011 

LIB30 66-04 4-Q1-K1-A9 

BLASTX 

g2239089 

262 

2.0e-22 
180 



38664 



% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



41 

(Z84386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_3288 180_emb_CAB114 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] 

277285 

75046_1.R1011 

xyt700346575.hl 

BLASTX 

g3608412 

449 

l.Oe-44 

152 

60 

(AF07 9355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 

277286 

75072_1.R1011 
LIB3066-04 4-Q1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277287 

75^087_1.R1011 

LIB3066-044-Q1-K1-F5 

BLASTX 

g4510383 

468 

7.0e-47 

152 
61 

(AC007017) unknown protein [Arabidopsis thaliana] 



277288 

75097__1.R1011 

fwa700099117.hl 

BLASTX 

g4538624 

208 

5.0e-16 

178 
30 

(AJ133502) hypothetical protein 



[Nicotiana tabacum] 



277289 

75101_1.R1011 

LIB30 66-0 4 4-Q1-K1-H10 

BLASTX 

g3292902 

169 

9.0e-12 

82 
40 

(AL031027) l-evidence=predicted by content; 
l-method=genef inder; 084; l-method_sGore=67 . 72 ; 

1- evidence_end; 2-evidence=predicted by match; 

2- match accession-SWISS-PROT : P98174 ; 



38665 



2-match_description=PUTATIVE RHO/RAC GUANINE NUCLEOT 



Seq. No. 

Contig ID 
5 '-most EST 



277290 

75130_1.R1011 
LIB3066-045-Q1-K1-B4 



Seq. No. 

Contig ID 
5 '-most EST 



277291 

75148_1.R1011 
uC-zmflMol7006b02bl 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277292 

75151_1.R1011 

LIB3066-045-Q1-K1-D5 

BLASTX 

g478809 

590 

4,0e-61 
178 

60 

protein kinase 6 (EC 2.7.1.-) - soybean >gi_170047 (M67449) 

protein kinase [Glycine max] >gi_4447 8 9_prf 1908223A 

protein kinase [Glycine max] 

277293 

75158_1.R1011 

LIB30 66-04 5-Q1-K1-E12 

BLASTX 

g4249388 

248 

5.0e-21 

88 
58 

(AC005966) Similar to gb__AF025438 Opa-interacting protein 
(0IP2) from Homo sapiens. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277294 

75174_1,R1011 
LIB3066-045-Q1-K1-F7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277295 

75207_1.R1011 

uC-zmflmol724 8fl2bl 

BLASTX 

g4455225 

1897 

O.Oe+00 

499 

67 

(AL035440) putative protein [Arabidopsis thaliana] 
277296 

75216_1.R1011 

LIB30 66-04 6-Q1-K1-C3 

BLASTX 

g3850575 

266 

5.0e-23 



38666 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5^ -most EST 



154 
42 

{AC005278) F15k9.21 [Arabidopsis thaliana] 



277297 

75235_1.R1011 
LIB3066-04 6-Q1-K1-E6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277298 

75242_1.R1011 

hvj700622893.hl 

BLASTX 

g3643600 

232 

4.0e-19 

62 
71 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
277299 

75251_1.R1011 
uC-zmfimol7134ellbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



277300 

75256_1.R1011 

uC-zmflm0172 05c05bl 

BLASTX 

g2760321 

182 

2.0e-13 

75 
44 

(AC002130) F1N21.6 [Arabidopsis thaliana] 
277301 

75268_1.R1011 
LIB3066-047-Q1-K1-A6 



Seq. No. 
Contig ID 
5 '-most EST 



277302 

75285_1.R1011 
LIB3066-047-Q1-K1-C10 



Seq. No. 

Contig ID 
5 '-most EST 



277303 

75315_1.R1011 
LIB3066-047-Q1-K1-E8 



Seq. No. 

Contig ID 
5 '-most EST 



277304 

75322_1.R1011 
uC-zmflmol7073e03bl 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277305 

75346_1.R1011 

gwl700612687.hl 

BLASTX 

g2792297 

270 

2.0e-23 



38667 



# 



Match length 


61 


% identity 


69 


NCBI Description 


(AF039183) GAST-like gene product [Fragaria x ananassa] 


Seq, No. 


277306 


Contig ID 


75370 l.RlOll 


5 '-most EST 


xjt700093652.hl 


Seq. No. 


277307 


Contig ID 


75370 2. RICH 


5 '-most EST 


uC-2mflmol7057e07bl 


Seq. No. 


277308 


Contig ID 


75382 l.RlOll 


5 '-most EST 


uC-zmflmol7330h04bl 


Seq. No. 


277309 


Contig ID 


75394 l.RlOll 


5 '-most EST 


LIB3066-048-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2262176 


BLAST score 


207 


E value 


5. Oe-16 


Match length 


97 


% identity 


45 


NCBI Description 


(AC002329) putative RING zinc-finger protein [Arabidops 




thaliana] >gi_3790573 (AF078824) RING-H2 finger protein 




RHA3a [Arabidopsis thaliana] 


Seq. No. 


277310 


Contig ID 


75403 l.RlOll 


5 '-most EST 


LIB3117-009-Q1-K1-E4 


Seq. No. 


277311 


Contig ID 


75429 l.RlOll 


5 '-most EST 


LIB3066-04 8-Q1-K1-H6 


Seq. No. 


277312 


Contig ID 


75462 l.RlOll 


5 '-most EST 


LIB3066-04 9-Q1-K1-D8 


Seq. No. 


277313 


Contig ID 


75471 l.RlOll 


5 '-most EST 


uwc700155144.hl 


Seq. No. 


277314 


Contig ID 


75484 l.RlOll 


5 '-most EST 


LIB3066-04 9-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4007792 


BLAST score 


448 


E value 


3.0e-44 


Match length 


163 


% identity 


60 



NCBI Description (AL0344 63) Xenopus 14s cohesin smcl subunit homolog 
[Schizosaccharomyces pombe] 



38668 



Seq, No. 


277315 


Contig ID 


75489 l.RlOll 


5 '-most EST 


cyk700051889.fl 


Seq. No. 


277316 


Contig ID 


75497 l.RlOll 


5 '-most EST 


LIB3066-050-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3128185 


BLAST score 


145 


E value 


5.0e-09 


Match length 


104 


% identity 


37 


NCBI Description 


(AC004521) unknown pr( 


Seq. No. 


277317 


Contig ID 


75503 l.RlOll 


5 '-most EST 


LIB3066-055-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl00396 


BLAST score 


155 


E value 


3, Oe-lO 


Match length 


74 


% identity 


53 


NCBI Description 


DNA-binding protein - 




>gi 20546 emb CAA4311 




[Petunia x hybrida] 


Seq. No. 


277318 


Contig ID 


75509 l.RlOll 


5 '-most EST 


ntr700073148.hl 


Method 


BLASTX 


NCBI GI 


g3377806 


BLAST score 


160 


E value 


2.0e-10 


Match length 


107 


% identity 


31 



(X60700) DNA-binding protein 



NCBI Description 



(AF075597) contains similarity to Arabidopsis thaliana 
drought-induced protein Dil9 (GB:X78584) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277319 

75527_1.R1011 

gct701180140.hl 

BLASTX 

g4204263 

320 

2.0e-29 

125 

54 

(AC005223) 40409 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



277320 

75530_1 .RlOll 

LIB3066-050-Q1-K1-D6 

BLASTX 

g2104535 



38669 



BLAST score 

E value 

Match length 

% identity 

NCBl Description 

Seq. No. 

Contig ID 
5^ -most EST 



451 

7,0e-45 

117 
75 

(AF001308; 



T10M13.13 [Arabidopsis thaliana] 



277321 

75564_1.R1011 
LIB3066-050-Q1-K1-H10 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



277322 

75577_1.R1011 
uC-zmflb73404cl2al 

277323 

75597_1.R1011 

LIB3066-051-Q1-K1-C12 

BLASTX 

gl619300 

537 

l.Oe-54 

178 

57 

(X95269) LRR protein [Lycopersicon esculentiim] 
277324 

75603_1.R1011 
uer700583980.hl 



Seq. No. 

Contig ID 
5 '-most EST 



277325 

75606_1.R1011 
LIB3066-051-Q1-K1-D10 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



277326 

75611_1,R1011 
hbs701183270.hl 

277327 

75628_1.R1011 
cyk700052405.fl 

277328 

75628_2.R1011 
uC-zmflb73189cl2al 



Seq. No. 
Contig ID 
5 '-most EST 



277329 

75628_3.R1011 
LIB3066-051-Q1-K1-F11 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277330 

75638_1.R1011 

LIB3066-051-Q1-K1-G11 

BLASTX 

g3170178 

175 

l.Oe-12 
115 



38670 





% identity 


38 




NCBI Description 


(AF039689) antigen NY-CO-7 [Homo sapiens] 




Seq. No. 


277331 




Contig ID 


75653 l.RlOll 




5 '-most EST 


xjt700094483.hl 




Seq. No. 


277332 




Contig ID 


75700 l.RlOll 




5 '-most EST 


LIB3067-026-Q1-K1-F6 




Seq. No. 


277333 




Contig ID 


75729 l.RlOll 




5 '-most EST 


ceu700432687.hl 




Method 


BLASTX 




NCBI GI 


g3287691 




BLAST score 


375 




E value 


9.0e-36 




Match length 


226 


. 


% identity 


42 




NCBI Description 


(AC003979) Contains similarity to RING zi 






gb X95455 from Callus gallus. [Arabidopsi 




Seq. No. 


277334 


fl 


Contig ID 


75747 l.RlOll^ 




5 '-most EST 


LIB3066-054-Q1-K1-C7 




Method 


BLASTN 




NCBI GI 


g311238 




BLAST score 


47 




E value 


3.0e-17 




Match length 


102 




% identity 


87 




NCBI Description 


Z.mays catl gene for catalase 




Seq. No, 


277335 




Contig ID 


75753 l.RlOll 




5 '-most EST 


xmt700266543.hl 




Method 


BLASTX 




NCBI GI 


g2116759 




BLAST score 


378 




E value 


3.0e-36 




Match length 


189 




% identity 


39 




NCBI Description 


(D86418) YfnA [Bacillus subtilis] 




Seq. No. 


277336 




Contig ID 


75806 l.RlOll 




5 '-most EST 


uC-zmflmol7127c07al 




Method 


BLASTX 




NCBI GI 


g2827649 




BLAST score 


310 




E value 


4.0e-28 




Match length 


138 




% identity 


49 




NCBI Description 


(AL021637) putative protein [Arabidopsis 



Seq. No. 



277337 



38671 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75806_2.R1011 

LIB3066-053-Q1-K1-G7 

BLASTX 

g2660664 

385 

7.0e-37 

151 

53 

(AC002342) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277338 

75811_1.R1011 

LIB3066-054-Q1-K1-H11 

BLASTX 

g4249391 

520 

8.0e-53 

150 

63 

(AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473, [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277339 

75815_1.R1011 

uC- zmr omol 7 119ellal 

BLASTX 

g4185312 

807 

l.Oe-86 

156 
97 

(AF090446) copia protein [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277340 

75851_1.R1011 

LIB3066-054-Q1-K1-D11 

BLASTX 

g2464901 

421 

2.0e-41 

125 
63 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277341 

75853_1.R1011 
xsy700209134.hl 



Seq, No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277342 

75873_1.R1011 

uC-zmflb73061f07bl 

BLASTX 

g4587515 

462 

6.0e-46 
212 



38672 



% identity 

NCBI Description 



50 

(AC007060) EST gb_Z37678 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No, 
Contig ID 
5 '-most EST 



277343 

75918_1,R1011 
uC-zmflmol7332b09al 



Seq, No. 

Contig ID 
5 '-most EST 



277344 

75918_2.R1011 
uC-zmroteosinte092c05b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



277345 

75924_1.R1011 

LIB3066-055-Q1-K1-C11 

BLASTX 

g3287693 

200 

2.0e-15 

68 
62 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916, [Arabidopsis 
thaliana] 

277346 

75930_1.R1011 

uC-zmflb73303gllbl 

BLASTX 

g728880 

548 

7.0e-56 

186 

60 

N-TERMINAL ACETYLTRANSFERASE COMPLEX ARDl SUBUNIT HOMOLOG 
>gi_517485_emb__CAA54 691_ {X77588) ARDl N-acetyl transferase 
homologue [Homo sapiens] >gi_1302661 (U52112) ARDl N-acetyl 
transferase related protein [Homo sapiens] 

277347 

75930_2.R1011 

LIB3137-038-Q1-K1-H8 

BLASTN 

gl906603 

45 

4.0e-16 

72 
92 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

277348 

75934_1.R1011 
zuv700355546.hl 



Seq. No, 



277349 



38673 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75946_1.R1011 

uC-zinflb73091b02b2 

BLASTX 

g4006902 

201 

3.0e-15 

160 

31 

{Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277350 

75947_1.R1011 

LIB3066-055-Q1-K1-E3 

BLASTX 

g4531442 

415 

l.Oe-40 

140 
60 

(AC006224) hypothetical protein [Arabidopsis thaliana] 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277351 

75968_1.R1011 

yyf700349573.hl 

BLASTX 

gl857256 

279 

9.0e-25 

107 
50 

{U75360) MURAZC [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



277352 

75976__1.R1011 
uC-zmflb73146h06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277353 

75979_1.R1011 

uC-zmroB73015c07bl 

BLASTX 

g2183223 

765 

2.0e-81 

227 

65 

(AF002017) arginine decarboxylase 



[ Dianthus caryophyllus ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277354 

76004_1.R1011 

LIB3066-056-Q1-K1-B5 

BLASTX 

g2832677 

281 

3.0e-25 

145 

46 

(AL021712) hypothetical protein [Arabidopsis thaliana] 



38674 



(i 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277355 

76008_1.R1011 

LIB3066-056-Q1-K1-B9 

BLASTX 

g2828293 

264 

5.0e-23 

76 
68 

(AL021687) putative protein [Arabidopsis thaliana] 
277356 

76011_1.R1011 

LIB3066-056-Q1-K1-C12 

BLASTX 

g2245108 

241 

4.0e-20 

70 
59 

(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 
277357 

76014_1.R1011 

pmx700087437.hl 

BLASTX 

g4584539 

506 

2.0e-51 

160 
62 

(AL049608) extensin-like protein [Arabidopsis thaliana] 
277358 

76025_1.R1011 

xmt700260770.hl 

BLASTX 

gl669341 

345 

4.0e-32 

201 
38 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbit a maxima] 



277359 

76026_1.R1011 

wty700170921.hl 

BLASTX 

g2880057 

220 

9.0e-18 

157 

38 

(AC002340) putative RNA helicase A, 
thaliana] 



5* partial [Arabidopsis 



38675 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277360 

76038_1.R1011 

uC-zmroB73001al0bl 

BLASTX 

g585452 

859 

l.Oe-92 

181 
88 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD-DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076666_pir ^A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_4 38131_emb_CAA8054 7_ (Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 



Seq. No. 

Contig ID 
5 '-most EST 



277361 

76044_1.R1011 
LIB3066-056-Q1-K1-F11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277362 

76071_1.R1011 

LIB3066-056-Q1-K1-H4 

BLASTX 

g3337367 

290 

4.0e-26 

128 
46 

(AC004481) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277363 

76084_1.R1011 
LIB3137-062-Q1-K1-E12 



Seq. No. 
Contig ID 
5 '-most EST 



277364 

76084_2.R1011 
uC-zmflmol7323g05al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277365 

76099_1.R1011 

qmh700029519.fl 

BLASTX 

g2739044 

1164 

l.Oe-128 

312 

69 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



277366 

76101_1.R1011 
uC-zmflmol734 0g08al 



38676 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



277367 

76110_1.R1011 
tfd700572963.hl 

277368 

76118_1.R1011 

uC-zmflb73196b07a2 

BLASTX 

g3913804 

251 

3.0e-21 

62 

85 

HISTONE H2B.3 >gi_577825_emb_CAA4 9584_ (X69960) H2B histone 
[Zea mays] 

277369 

76126_1.R1011 

fC-zmfl700343201a5 

BLASTX 

g2864613 

467 

l.Oe-46 

188 

49 

(AL021811) S-receptor kinase -like protein [Arabidopsis 
thaliana] >gi_4 04 9333_emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] 

277370 

76143_1.R1011 
LIB3067-027-Q1-K1-E6 

277371 

76143__2.R1011 
LIB3069-036-Q1-K1-E4 

277372 

76146__1.R1011 
LIB3067-001-Q1-K1-H10 



Seq. No. 
Contig ID 
5 '-most EST 



277373 

76149_1.R1011 
uC-zmflmol7099e08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277374 

76172_1.R1011 

uC-zmflmol727 0al2bl 

BLASTX 

g4416302 

180 

2.0e-28 

81 

76 

(AF105716) copia-type pol polyprotein [Zea mays] 



Seq. No. 



277375 



38677 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



76178_1.R1011 

LIB3067-002-Q1-K1-C10 

BLASTX 

g2829903 

378 

2.0e-36 

83 

83 

(AC002311) unknown protein [Arabidopsis thaliana] 
277376 

76182_1.R1011 

ypc700799447.hl 

BLASTX 

g4263722 

1302 

l.Oe-144 

347 

68 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
277377 

76185_1.R1011 
LIB3136-013-Q1-K1-D12 



Seq. No. 
Contig ID 
5 '-most EST 



277378 

76187^1. RlOll 
uC-zmflb73257g05a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277379 

76190_1,R1011 

dyk700102806.hl 

BLASTX 

g2444178 

635 

l.Oe-132 

363 

69 

(U94784) unconventional myosin [Helianthus annuus] 
277380 

76193_1.R1011 

uC- zmf lb 7 3008g05bl 

BLASTX 

g4567310 

303 

5.0e-27 



75 

(AC005956) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



277381 

76209_1.R1011 

LIB3067-002-Q1-K1-F10 

BLASTX 

g2651303 

293 



38678 



E value 
Match length 
% identity 
NCBI Description 



4.0e-26 

80 

71 

(AC002336) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5^ -most EST 



277382 

76212_1.R1011 
uC-zmflmol7259hllbl 



Seq. No. 
Contig ID 
5 '-most EST 



277383 

76264_1.R1011 
LIB3067-058-Q1-K1-D10 



Seq. No. 

Contig ID 
5 '-most EST 



277384 

76264_3.R1011 
uC-zmflb73116d09b2 



Seq. No. 

Contig ID 
5 '-most EST 



277385 

76280_1.R1011 
ymt700224368.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277386 

76300__1.R1011 

LIB3067-005-Q1-K1-E10 

BLASTX 

g2583128 

260 

l.Oe-22 

133 

43 

(AC002387) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277387 

76303_1.R1011 

LIB3067-048-Q1-K1-G7 

BLASTX 

g4218120 

355 

l.Oe-33 

103 

59 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



277388 

76315_1.R1011 
uC-zmflb73129d04bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277389 

76341_1.R1011 

LIB3067-005-Q1-K1-A7 

BLASTN 

g296593 

53 

8.0e-21 

182 



38679 



# 



% identity 


89 


NCBI Description 


H. vulgare pZE40 gene 


Seq. No. 


277390 


Contig ID 


76351 l.RlOll 


5* -most EST 


ceu700422546.hl 


Method 


BLASTX 


NCBI GI 


g2245086 


BLAST score 


373 


E value 


l.Oe-35 


Match length 


173 


% identity 


42 


NCBI Description 


(Z97343) hypothetical 


Seg. No. 


277391 


Contig ID 


76374 l.RlOll 


5 '-most EST 


xyt700346286.hl 


Method 


BLASTX 


NCBI GI 


gll68493 


BLAST score 


848 


E value 


4.0e-91 


Match length 


212 


% identity 


78 


NCBI Description 


ARGINASE >gi 602422 ( 



thaliana] >gi_4325373_gb_AAD17369_ (AF128396) 
thaliana arginase {SW:P46637) (Pfam: PF00491, 
E=3.7e-142 N=l) [Arabidopsis thaliana] 



Arabidopsis 
Score=419.6, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



277392 

76378_1.R1011 

uC-zmflmol7132ellbl 

BLASTX 

g2244840 

210 

3.0e-16 

126 

41 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
277393 

76404__1.R1011 
dyk700106178.hl 

277394 

76407_1,R1011 

LIB36-021-Q1-E1-E6 

BLASTX 

g2281092 

202 

2.0e-15 

53 
75 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
277395 

76407_2.R1011 
LIB3069-036-Q1-K1-E3 



38680 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g2281092 

201 

l.Oe-15 

53 
75 

{AC002333) hypothetical protein [Arabidopsis thaliana] 
277396 

76413_1.R1011 
LIB3067-006-Q1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 



277397 

76422_1.R1011 
uC-zmflb73256f09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277398 

76426_1.R1011 

uC-zmflb73098e01bl 

BLASTX 

g2213597 

841 

3.0e-90 

301 

51 

(AC000348) T7N9.17 
277399 

76439_1.R1011 
t2u700203880.hl 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277400 

76445_1.R1011 

LIB30 67-00 6-Q1-K1-E2 

BLASTX 

g3128185 

157 

2.0e-10 

103 
42 

(AC004521) unknovm protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277401 

76455_1.R1011 
LIB3067-006-Q1-K1-F12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277402 

76458_1.R1011 

ceu700431476.hl 

BLASTX 

g2129825 

516 

2,0e-52 

113 

89 

dynamin-like protein phragmoplastin 12 
>gi_1217994 (U25547) SDL [Glycine max] 



soybean 



38681 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277403 

76462_1.R1011 

wty700170214.hl 

BLASTX 

g2766448 

928 

l.Oe-100 

215 

81 

(AF029856) cytochrome P450 CYP98A1 [Sorghum bicolor] 



Seq. No. 

Contig ID 
5^ -most EST 
Method 



277404 

76470__1.R1011 

ntr700073092.hl 

BLASTX 





g2982463 






413 




TP T7" a 1 n o 


2.0e-40 






122 




o j-Vwiciii — L u _y 


66 






(AL022223) putative protein 


[Arabidopsi 


Seq. No. 


277405 




v^om^ig XL) 


76475 l.RlOll 




o mo SI- Hjoi 


fC-zmfl700338620a5 




lYieT^nou. 


BLASTX 






gl402894 






316 




ill vcL±\lG 


6.0e-29 






92 






71 






(X968 67) adenine phosphoribosyltransf er 




thaliana] 




Seq. No. 


277406 




Contig ID 


76488 l.RlOll 




5 '-most EST 


nbm700476392.hl 




Method 


BLASTX 




NCBI GI 


g4567197 




BLAST score 


230 




E value 


8.0e-19 




Match length 


200 




% identity 


35 




NCBI Description 


(AC0G7168) unknown protein 


[Arabidopsis 


Seq. No. 


277407 




Contig ID 


76502 2.R1011 




5 '-most EST 


LIB30 67-007-Q1-K1-C3 




Method 


BLASTX 




NCBI GI 


g4262236 




BLAST score 


203 




E value 


3.0e-16 




Match length 


58 




% identity 


72 




NCBI Description 


(AC006200) putative ribose 


5-phosphate 



[Arabidopsis thaliana] 



38682 



Seq. No. 
Contig ID 
5 '-most EST 



277408 

76539_1.R1011 
uwc700156247.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



277409 

76539^3. RlOll 

LIB3067-007-Q1-K1-H3 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
277410 

76540_1.R1011 

LIB3067-007-Q1-K1-H4 

BLASTX 

g2894596 

256 

4.0e-22 

94 

54 

(AL021889) putative protein [Arabidopsis thaliana] 
277411 

76543_1.R1011 

LIB3067-007-Q1-K1-H8 

BLASTX 

g2618699 

345 

2.0e-32 

170 

42 

(AC002510) unknown protein [Arabidopsis thaliana] 
277412 

76582_1.R1011 
mwy700441604 .hi 

277413 

76583_1.R1011 
uC-zmflmol7171c06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277414 

76589_1.R1011 

ymt700223191.hl 

BLASTX 

gl931655 

395 

3.0e-38 

175 

51 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 



38683 



Seq. No, 
Contig ID 
5 • -most EST 



277415 

76590_1.R1011 
LIB3067-008-Q1-K1-E6 



Seq. No. 

Contig ID 
5 '-most EST 



277416 

76610_1.R1011 
LIB3067-008-Q1-K1-G4 



Seq. No. 

Contig ID 
5 '-most EST 



277417 

76619__1.R1011 
uC-zmflmol7139e09al 



Seq. No. 
Contig ID 
5 '-most EST 



277418 

76619__2.R1011 
LIB3068-051-Q1-K1-H9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



277419 

76621_1.R1011 

LIB3067-008-Q1-K1-H4 

BLASTX 

g4586053 

542 

2.0e-55 

144 

61 

(AC007020) putative lacasse [Arabidopsis thaliana] 
277420 

76624_1.R1011 

LIB3117-014-Q1-K1-B8 

BLASTX 

gl871187 

495 

5.0e-50 

155 
60 

(U90439) unknown protein [Arabidopsis thaliana] 
277421 

76635_1.R1011 

LIB3136-032-Q1-K1-C1 

BLASTX 

gl588281 

215 

8.0e-17 
201 

32 

RING3 protein [Homo sapiens] 
277422 

76635__2.R1011 
uC-zmflb73380a04al 



Seq. No. 
Contig ID 
5 '-most EST 



277423 

76635__3.R1011 
yyf700349057.hl 



38684 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277424 

76639_1.R1011 

dyk700102553.hl 

BLASTX 

g2459442 

563 

l.Oe-57 

200 
65 

(AC002332) putative DNA-binding protein PDl [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277425 

76648_1.R1011 

pmx700090183.hl 

BLASTX 

g2707336 

947 

1. Oe-102 

258 

69 

{AF037442) histone acetyltransf erase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277426 

76668_1.R1011 

LIB30 67-00 9-Q1-K1-F8 



Seq. No. 

Contig ID 
5 '-most EST 



277427 

76670_1.R1011 
LIB3067-0G9-Q1-K1-G4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277428 

76671_1 

LIB3067 

BLASTX 

g336028 

1120 

l.Oe-12 

320 

67 

(AF0231 
1 [Zea 



RlOll 
-009-Q1-K1-G3 

9 

3 



64) leucine-rich repeat transmembrane protein kinase 
mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277429 

76671_2. RlOll 

uC-zmflb73252d06b3 

BLASTX 

g3360289 

810 

8.0e-87 

195 
77 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



Seq. No. 
Contig ID 



277430 

76683 1. RlOll 



38685 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



LIB3067-009-Q1-K1-H8 
277431 

76684_1.R1011 

LIB3069-040-Q1-K1-E6 

BLASTX 

g951166 

1473 

l.Oe-164 

290 
99 

(U31451) invertase [Zea mays] 
277432 

76687_1.R1011 

hvj700620216.hl 

BLASTX 

g4512713 

311 

2.0e-28 

158 
45 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
277433 

76691_1.R1011 

LIB3067-010-Q1-K1-A6 

BLASTX 

g4490316 

283 

3.0e-25 

79 
61 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
277434 

76698_1.R1011 
uC-zmflmol7201e07al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



277435 

76700_1.R1011 

wty700164490.hl 

BLASTX 

g3834307 

514 

3.0e-82 

283 
62 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N658 8 7 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

277436 

76704_1.R1011 

wyr700237838.hl 

BLASTX 



38686 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3121836 
222 

5.0e-18 

75 
53 

PHOSPHATIDATE CYTIDYLYLTRANSFERASE ( CDP-DIGLYCERIDE 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE ) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE) 
>gi_2181182__emb_CAA63969_ (X94306) CDP-diacylglycerol 
synthetase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277437 

76707_1.R1011 
uC-2mroteosinte053d08b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277438 

76708_1.R1011 

uC-zmflmol7057f07bl 

BLASTX 

gll7586 

147 

5.0e-09 

141 

26 

CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS) 

>gi_627051_pir ^A54533 circumsporozoite protein - 

Plasmodium falciparum (strain T4, Thailand) >gi_160217 
(M19752) circumsporozoite protein [Plasmodium falciparum] 



Seq, No. 
Contig ID 
5 '-most EST 



277439 

76716_1.R1011 
xsy700213408.hl 



Seq. No. 

Contig ID 
5 '-most EST 



277440 

76718_1,R1011 
uC-zmflmol7137gllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277441 

76727_1,R1011 

LIB3067-010-Q1-K1-E3 

BLASTX 

g4455335 

442 

7.0e-44 

142 

58 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277442 

76731_1.R1011 
LIB3067-010-Q1-K1-F10 



Seq. No. 
Contig ID 
5 '-most EST 



277443 

76738_1.R1011 
LIB3067-011-Q1-K1-F5 



38687 



® 



Seq. No. 
Contig ID 
5 '-most EST 



277444 

76740_2.R1011 
LIB3067-010-Q1-K1-F9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277445 

76741_1.R1011 

ceu700429954.hl 

BLASTX 

g4056468 

354 

3.0e-33 

154 

44 

(AC005990) Contains similarity to gb_X66426 
polygalacturonase from Persea americana and is a member of 
the signal peptidase family PF_00461 and polygalacturonase 
family PF__00295. [Arabidopsis thaliana] 

277446 

76755_1.R1011 
gct701168807.hl 

277447 

76813_1.R1011 

uC-zmflmol7e02bl 

BLASTX 

g4249662 

1201 

l.Oe-132 

316 
80 

(AF089810) Altered Response to Gravity [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277448 

76840__1.R1011 

xmt700258740.hl 

BLASTX 

g4512618 

219 

9.0e-18 

75 
52 

(AC004793) Strong similarity to gi_3600044 T12H20.12 
protease homolog from Arabidopsis thaliana BAC gb_AF080119 
and is a member of the reverse transcriptase family 
PF 00078 



Seq. No. 

Contig ID 
5 '-most EST 



277449 

76841_1.R1011 

LIB30 67-013-Q1-K1-D4 



Seq. No. 
Contig ID 
5 '-most EST 



277450 

76856_1.R1011 
uwc700155066.hl 



Seq. No. 



277451 



38688 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76884_1.R1011 

uC-zmflmol7103h03bl 

BLASTX 

g3928097 

321 

2.0e-29 

157 

46 

(AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277452 

76885_1.R1011 
LIB3067-014-Q1-K1-A1 



Seq. No. 
Contig ID 
5 '-most EST 



277453 

76897__1.R1011 
LIB3067-014-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277454 

76900_1.R1011 

gct701173003.h2 

BLASTX 

g3757522 

361 

3.0e-34 

90 

72 

(AC005167) putative splicing factor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277455 

76908_1.R1011 

uC-2mflB73005cl0bl 

BLASTX 

g2969887 

300 

2.0e-27 

65 

83 

(Y167 66) sucrose/H+ symporter [Daucus carota] 
>gi_2969889_emb_CAA76368_ (Y16767) sucrose/H+ symporter 
[Daucus carota] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277456 

76910_1.R1011 

yyf700350602.hl 

BLASTX 

g4544412 

266 

l.Oe-22 

138 
39 

{AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277457 

76916_1.R1011 
LIB3067-014-Q1-K1-D4 



38689 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g283051 

410 

3,0e-40 

128 

65 

RNA-directed DNA polymerase 
transposon (fragment) 

277458 

76919_1.R1011 
uC-zmroteosinte062el0bl 



(EC 2.7,7.49) - maize 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277459 

76951^1. RlOll 

afb700380910.hl 

BLASTX 

g2275213 

164 

3.0e-ll 

33 
85 

(AC002337) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



277460 

76954_1.R1011 
uC-zmflB73010a05bl 



Seq. No. 
Contig ID 
5 '-most EST 



277461 

76975_2.R1011 
LIB3067-016-Q1-K1-C4 



Seq. No. 
Contig ID 
5 '-most EST 



277462 

76987_1.R1011 
LIB3067-016-Q1-K1-E12 



Seq. No. 
Contig ID 
5 '-most EST 



277463 

76995_1.R1011 

LIB30 67-01 6-Ql-Kl-Fl 



Seq. No. 
Contig ID 
5 '-most EST 



277464 

76998_1.R1011 
LIB3067-016-Q1-K1-F3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



277465 

77001_1.R1011 

rvl700456019.hl 

BLASTX 

g4454031 

774 

3.0e-82 

219 

68 

{AL035394) putative protein [Arabidopsis thaliana] 



277466 
77002 1, 



RlOll 



38690 



5 '-most EST 


uC-zmroteosinte077gl2bl 


Seq. No. 


277467 


Contig ID 


17003 l.RlOll 


5 * -most EST 


uC-zmrlD73119c0 9al 


Seq. No. 


2774 68 


Contig ID 


77032_1 , RlOll 


5 '-most EST 


LIBS 067- 017 -Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4206155 


BLAST score 


152 


E value 


1 . Oe-09 


Match length 


73 


% identity 


36 


NCBI Description 


(AF109219) Mcd4p homolog 


Seq. No. 


277469 


Contig ID 


77033 1. RlOll 


5 '-most EST 


ymt700220981 .hi 


Method 


BLASTX 


NCBI GI 


gl771162 


BLAST score 


1507 


E value 


0. Oe+00 


Match length 


503 


% identity 


68 


NCBI Description 


(X98930) SBT2 [Lycopersi^ 




>gi_3 687 30 7_emb_CAA0 7000 




protease [Lycopersicon e 


Seq. No. 


277470 


Contig ID 


77033_2 .RlOll 


5 '-most EST 


uC-zmroteosmteO JOallbl 


Method 


BLASTX 


NCBI GI 


g4219092 


BLAST score 


491 


E value 


l.Oe-49 


Match length 


133 


% identity 


74 



(AJ00637 9) subtilisin-like 



NCBI Description 



(AF117707) putative copper/zinc superoxide dismutase copper 
chaperone precursor [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277471 

77062^2. RlOll 

LIB3067-038-Q1-K1-E4 

BLASTX 

g3337350 

240 

3.0e-32 

120 

61 

(AC004481) putative permease [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 
Method 



277472 

77069_1. RlOll 
xmt700257624 .hi 
BLASTX 



38691 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3913952 
275 

3.0e-24 

102 
54 

ADENYLATE KINASE (ATP-AMP TRANS PHOS PHORYLASE ) >gi_235157? 
(U82330) adenylate kinase homolog [Prunus armeniaca] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277473 

77071_1.R1011 
uC-2mroteosinte060f 09bl 

BLASTX 

g2252866 

219 

3.0e-17 

91 
58 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

277474 

77074_1.R1011 

yyf700351868.hl 

BLASTX 

g3914191 

435 

9.0e-43 

214 

11 

UDP-N-ACSTYLGLUCOSAMINE— PEPTIDE 

N-ACETYLGLUCOSAMINYLTRANSFERASE 110 KD SUBUNIT (0-GLCNAC 
TRANSFERASE PllO SUBUNIT) >gi_1931579 (U76557) 0-GlcNAc 
transferase, pllO subunit [Rattus norvegicus] 



Seq. No. 

Contig ID 
5 '-most EST 



277475 

77084_1.R1011 
uC-zmflmol7129g04bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277476 

77099_1.R1011 
uer700579327.hl 

277477 

77103_1.R1011 
yyf700350269.hl 

277478 

77110_1.R1011 
LIB3067-018-Q1-K1-C3 

277479 

77124_1.R1011 

LIB3067-018-Q1-K1-E4 

BLASTN 

g3821780 

36 

7.0e-ll 



38692 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



48 
67 

Xenopus laevis cDNA clone 27A6-1 
277480 

77136_1.R1011 
uC-zmflmol7037g05bl 

277481 

77137_1.R1011 

uC-zmroteosinte004a03bl 

BLASTX 

g4314388 

476 

l.Oe-47 

183 

55 

(AC006232) hypothetical protein [Arabidopsis thaliana] 
277482 

77144_1.R1011 

nbm700478055.hl 

BLASTX 

g2626753 

665 

2.0e-82 

254 

64 

(AB008782) sulfate transporter [Arabidopsis thaliana] 
277483 

77149_1.R1011 
xmt700261310.hl 

277484 

77165_1.R1011 
xsy700208767 .hi 

277485 

77172_1.R1011 
uwc700156106.h2 

277486 

77193_1.R1011 
LIB3067-051-Q1-K1-E1 

277487 

77203__1.R1011 
LIB3136-025-Q1-K1-E7 

277488 

77214_1.R1011 
rvt700552663.hl 

277489 

77224_1.R1011 
xsy700208517.hl 



38693 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4008006 

257 

4.0e-22 

127 
46 

[AF084034) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277490 

77238_1.R1011 
LIB3067-020-Q1-K1-B9 

277491 

77241_1.R1011 

LIB3067-025-Q1-K1-B12 

BLASTN 

g4185305 

122 

5. Oe-62 

308 

89 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

277492 

77247_1.R1011 

kem700610883.hl 

BLASTX 

g3702121 

698 

l.Oe-73 

221 

68 

(AJ011681) retinoblastoma-related protein [Chenopodium 
rubrum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



277493 

77265_1.R1011 

tzu700201295.hl 

BLASTX 

g2829612 

289 

7.0e-26 

96 

56 

HYPOTHETICAL 30.8 KD PROTEIN SLL0818 

>gi_1653197_dbj_BAA18113_ {D90911) hypothetical protein 
[Synechocystis sp.] 

277494 

77270_1.R1011 

LIB30 67-02 1-Ql-Kl-Fll 



Seq, No. 



277495 



38694 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



77279__1.R1011 

LIB3067-022-Q1-K1-A1 

BLASTX 

g3152587 

1038 

l.Oe-113 

223 

86 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D, melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene, [Arabidopsis thaliana] 

277496 

77280_1.R1011 
LIB3067-022-Q1-K1-A11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277497 

77283_1.R1011 

uC-zmflMol7 002c02bl 

BLASTX 

g478740 

211 

6.0e-17 

67 
69 

phenylalanine ammonia-lyase (EC 4.1.3.5) 



- rice 



277498 

77285_1.R1011 

uC-zmflmol7285b07bl 

BLASTX 

g4538973 

282 

6.0e-25 

109 

56 

(AL049487) hypothetical protein [Arabidopsis thaliana] 
277499 

77291_1.R1011 

LIB30 67-022-Q1-K1-B12 

BLASTX 

g3319342 

175 

6.0e-22 

104 

56 

(AF077407) similar to mitochondrial carrier proteins (Pfam 
mit_carr.hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



277500 

77295_1.R1011 

uC-zmroteosinte017el0bl 

BLASTX 

gl34792 



38695 



BLAST score 
E value 
Match length 
% identity ^ 
NCBI Description 



313 

l.Oe-28 

124 
52 

MICROSOMAL SIGNAL PEPTIDASE 21 KD SUBUNIT (SPC21) 

>gi_89064_pir ^A34229 signal peptidase (EC 3.4.99.-) 21K 

chain - dog >gi_164084 (J05069) signal peptidase 21 kDa 
subunit [Canis familiaris] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277501 

77295_3.R1011 

dyk700103108.hl 

BLASTX 

g3320104 

431 

2.0e-45 

104 
87 

(AJ007366) calcium-dependent protein kinase [Zea mays] 
277502 

77299_1.R1011 

tzu700204672.hl 

BLASTX 

gl769907 

462 

3.0e-46 

134 

60 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thaliana] 

277503 

77306_1.R1011 

LIB3067-022-Q1-K1-C6 

BLASTX 

gll5504 

291 

6,0e-26 

149 

43 

CALMODULIN >gi_71691_pir MCAS calmodulin - Emericella 

nidulans >gi_1363900__pir JC4216 calmodulin - Aspergillus 

oryzae >gi_168031 {J05545) calmodulin [Emericella nidulans] 
>gi_521146 (U12505) calmodulin [Ajellomyces capsulatus] 
>gi_541650_dbj_BAA07920_ {D444 68) calmodulin [Aspergillus 
oryzae] >gi_3342062 (AF072882) calmodulin [Ajellomyces 
capsulatus] 

277504 

77312_1.R1011 

uC-zmflraol7041h09bl 

BLASTX 

g2444178 

652 

2.0e-68 
168 



38696 



% identity 


75 


NCBI Description 


(U94784) unconventional myosin [Helianthus annuus] 


Seq. No. 


277505 


Contig ID 


77318 l.RlOll 


S ' -moqt EST 


gwl700613139.hl 




277506 


Pont "1 a ID 


77342 l.RlOll 


5 '-most EST 


xdb700340187.hl 


Sea. No. 


277507 


Contig ID 


77343 l.RlOll 


R » -most EST 


uC-zmflb73174b03bl 


Method 


BLASTN 


NCBI GI 


g6598431 


BLAST score 


36 


F, value 


2.0e-10 




68 


% identity 


88 

Arabidopsis thaliana chromosome II BAC F7F1 genomi 


NCBI Description 


sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


277508 


Contig ID ' 


77343 2.R1011 


S'-TTinqf EST 


uC-zmf Ib73006a04al 


Seq. No. 


277509 


Contig ID 


77343 3.R1011 




LIB3067-022-Q1-K1-G11 


O C ^ . IN • 


277510 


font 1 a TD 


77360 l.RlOll 


5^ -most EST 


uC-zmflmol7307el0bl 


Qprr No 


277511 


Contig ID 


77377 l.RlOll 


5 '-most EST 


uC-zmflb7 3278d03a2 


Method 


BLASTX 


NCBI GI 


g3269296 


BLAST score 


173 


E value 


2. Oe-12 


Match length 


58 


% identity 


53 




(AL030978) putative protein [Arabidopsis thaliana] 


O t; • L\ 'w' • 


277512 


Cr^-nf- in TV) 


77379 1 RlOll 




uC-zmflmol7421g08al 


Q £i NI 
O e q . In U . 


277513 


Contig ID 


77386 l.RlOll 


5 '-most EST 


LIB3067-023-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2598227 


BLAST score 


361 


E value 


3.0e-34 



38697 



Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
64 

(AJ222585) 



AT-hook protein 1 [Arabidopsis thaliana] 



277514 

77392_1.R1011 

hbs701182009.hl 

BLASTX 

g4337192 

223 

7.0e-18 



80 

(AC006403) 



hypothetical protein [Arabidopsis thaliana] 



277515 

77398_1.R1011 

LIB3069-006-Q1-K1-F3 

BLASTX 

g4507805 

275 

3.0e-28 

217 
36 

uncoupling protein 2 
>gi__1857278 (U76367) 



(mitochondrial, proton carrier) 
uncoupling protein-2 [Homo sapiens] 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277516 

77405_1.R1011- 
uC-zmroteosinte04 0dlObl 

277517 

77417_1.R1011 

LIB3117-015-Q1-K1-C6 

BLASTN 

g2826899 

78 

l.Oe-35 

230 
83 

Oryza sativa mRNA for DNA polymerase alpha catalytic 
subunit, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277518 

77418_1.R1011 

LIB3067-023-Q1-K1-F3 

BLASTX 

g2129753 

368 

l.Oe-38 

124 

67 

threonine synthase 
thaliana ( fragment 



(EC 4.2.99.2: 
>gi_1448917 



precursor - Arabidopsis 
(L41666) threonine synthase 



[Arabidopsis thaliana] 



Seq. No. 



277519 



38698 




Contig ID 77421_1 ,R1011 

5'-most EST f dz701162939 . hi 

Seq. No. 277520 

Contig ID 77425_1.R1011 

5 '-most EST LIB83-009-Q1-E1-A9 

Seq. No. 277521 

Contig ID 77427_1 . RlOll 

5'-most EST hbs701183568 . hi 



Seq, No. 277522 
Contig ID 77427_2.R1011 
5'-raost EST hvj700619926 . hi 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277523 

77435_1.R1011 

LIB3069-043-Q1-K1-E11 

BLASTX 

g2961384 

451 

l.Oe-44 
144 
56 

(AL022141) 
thaliana] 



aldehyde dehydrogenase like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277524 

77435_2.R1011 

uC-zmflb73004fl2al 

BLASTX 

g2961384 

162 

4 .Oe-11 
60 

47 . ^ . 

(AL022141) aldehyde dehydrogenase like protein [Arabidopsis 

thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277525 

77442_1.R1011 
uC-zmflb73221f04a2 



Seq. No. 

Contig ID 
5 '-most EST 



277526 

77442_2.R1011 
uC-zmflb73217f04b2 



Seq. No. 
Contig ID 
5 '-most EST 



277527 

77454_1.R1011 
LIB3067-025-Q1-K1-A9 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



277528 

77460_1.R1011 
LIB3069-015-Q1-K1-F1 

277529 

77460 2.R1011 



38699 



5 '-most EST 



nbm700476843.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277530 

77462_1.R1011 

LIB3067-025-Q1-K1-B5 

BLASTX 

g2827621 

323 

9.0e-30 

113 

50 

(AL021636) putative protein [Arabidopsis thaliana] 
277531 

77493_1.R1011 

cat700019972.rl 

BLASTX 

g3193290 

563 

l.Oe-57 

212 

53 

{AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase .hrnin, score: 165.48), to legume lectins beta 
domain (Pfam: lectin_legB.hmm, score: 125.64) and legume 
lectins alpha domain (Pfam: lectin_legA. hmm, score: 16.72) 
[Arabido 



Seq. No. 
Contig ID 
5 '-most EST 



277532 

77512_1.R1011 
uC-zmrob7 3017d08al 



Seq. No. 

Contig ID 
5 '-most EST 



277533 

77512_3.R1011 
LIB3067-025-Q1-K1-G11 



Seq. No. 
Contig ID 
5 '-most EST 



277534 

77523_1.R1011 
wty70O171946.hl 



Seq. No. 

Contig ID 
5 '-most EST 



277535 

77537_1.R1011 
LIB83-014-Q1-E1-E10 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277536 

77542_1.R1011 

LIB3067-026-Q1-K1-A8 

BLASTX 

gl019946 

472 

4.0e-47 

98 

88 

(U37060) ascorbate peroxidase [Gossypium hirsutum] 



Seq. No. 

Contig ID 



277537 

77544 l.RlOll 



38700 



5 '-most EST 



LIB3067-026-Q1-K1-B1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277538 

77545_1.R1011 

uC-zmroteosinte03 6h04bl 

BLASTX 

g4388717 

404 

3.0e-39 

172 
48 

(AC006413) putative nuclear phosphoprotein (contains 
multiple TPR repeats prosite : QDOC50005) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277539 

77549_1.R1011 
LIB3067-026-Q1-K1-B3 



Seq. No. 

Contig ID 
5 '-most EST 



277540 

77556_1.R1011 
uC-zmflb73305fl2al 



Seq. No. 
Contig ID 
5 '-most EST 



277541 

77601_1.R1011 
LIB3067-026-Q1-K1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277542 

77602_1.R1011 

LIB3067-026-Q1-K1-H1 

BLASTX 

g3292824 

256 

2.0e-42 

172 

56 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277543 

77619_1.R1011 
xsy700208320.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277544 

77626_1.R1011 

LIB3067-027-Q1-K1-B4 

BLASTX 

g3482975 

299 

l.Oe-26 

266 

30 

(ALG31369) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277545 

77635__1.R1011 
uC-zmflb73003cl0bl 



38701 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277546 

77636_1.R1011 

nbm700475570.hl 

BLASTX 

g4539291 

155 

4.0e-10 

102 
37 

(AL049480) putative protein [Arabidopsis thaliana] 
277547 

77641_1.R1011 

clt700043709.fl 

BLASTX 

g2660677 

517 

2.0e-52 

181 
54 

(AC002342) unknown protein [Arabidopsis thaliana] 
277548 

77647_1.R1011 

LIB3136-034-Q1-K1-B10 

BLASTX 

g4510342 

573 

7.0e-59 

163 

69 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277549 

77653_1.R1011 
LIB3069-026-Q1-K1-F10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277550 

77664_1.R1011 

rvt700548836.hl 

BLASTX 

gl091678 

221 

l.Oe-17 

84 

45 

activator-like transposable element [Pennisetum glaucum] 
277551 

77668_1.R1011 

LIB3067-027-Q1-K1-F6 

BLASTX 

gl717871 

230 

7.0e-27 

136 



38702 



® 



% identity 

NCBI Description 



53 

UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 15 (UBIQUITIN 
THIOLESTERASE 15) {UBIQUITIN-SPECIFIC PROCESSING PROTEASE 

15) (DEUBIQUITINATING ENZYME 15) >gi_107 8006_pir S53974 

hypothetical protein YMR304w - yeast (Saccharomyces 
cerevisiae) >gi_7 98 946_emb_CAA8 9137_ (Z49212) unknown 
[Saccharomyces cerevisiae] 



Seq. No. 


277552 




Contig ID 


77684 l.RlOll 




5 '-most EST 


LIB3069-003-Q1-K1- 


-C6 


Method 


BLASTX 




NCBI GI 


g3834306 




BLAST score 


173 




E value 


4.0e-12 




Match length 


44 




% identity 


68 




NCBI Description 


(AC005679) EST gb_ 


R65024 




thaliana] 




Seq. No. 


277553 




Contig ID 


77685 l.RlOll 




5 ^ -most EST 


LIB3067-027-Q1-K1- 


~H2 


Seq. No. 


277554 




Contig ID 


77710 l.RlOll 




5 '-most EST 


LIB3067-028-Q1-K1- 


-B9 


Seq. No. 


277555 




Contig ID 


77712 l.RlOll 




5 '-most EST 


wty700170628.hl 




Seq. No. 


277556 




Contig ID 


77715 l.RlOll 




5 '-most EST 


LIB3067-028-Q1-K1' 


-C2 


Method 


BLASTX 




NCBI GI 


g3252870 




BLAST score 


352 




E value 


2.0e-33 




Match length 


119 




% identity 


57 




NCBI Description 


(AF033537) putative zinc 


Seq. No. 


277557 




Contig ID 


77717 l.RlOll 




5 '-most EST 


yyf 700350014. hi 




Method 


BLASTX 




NCBI GI 


g4455294 




BLAST score 


164 




E value 


3.0e-23 




Match length 


163 




% identity 


21 




NCBI Description 


(AL035528) putative proti 


Seq. No. 


277558 




Contig ID 


77727 l.RlOll 




5 '-most EST 


LIB3067-028-Q1-K1 


-D2 



[Arabidopsis 



38703 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4249386 

283 

3.0e-25 

150 
45 

(AC005966) Strong similarity to gb_AF061286 gamma -adapt in 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5^ -most EST 



277559 

77734_1,R1011 
LIB3067-028-Q1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 



277560 

77735_1.R1011 
LIB3067-028-Q1-K1-E10 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277561 

77751_1.R1011 

LIB3067-028-Q1-K1-F8 

BLASTX 

g4309741 

572 

6.0e-59 

161 

67 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277562 

77761__1.R1011 
LIB3067-028-Q1-K1-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277563 

77766_1.R1011 

wyr700241259.hl 

BLASTX 

g625973 

162 

l.Oe-10 

103 

42 

disease resistance protein RPS2 - Arabidopsis thaliana 
>gi_548086 (U14158) RPS2 [Arabidopsis thaliana] >gi_549979 
(U12860) RPS2 [Arabidopsis thaliana] 

>gi_4538938_emb_CAB39674.1_ (AL049483) disease resistance 
protein RPS2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



277564 

77768__1.R1011 

qmh700026975.fl 

BLASTX 

g2618699 

253 

2.0e-21 

122 

38 



38704 



NCBI Description (AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



277565 

77796_1.R1011 
cjh700194364.hl 

277566 

77802_1.R1011 
LIB3070-009-Q1-N1-A4 

277567 

77806_1.R1011 

LIB3067-029-Q1-K1-D12 

BLASTX 

gl38603 

687 

l.Oe-72 

142 

93 

REGULATORY PROTEIN VI VI PAROUS- 1 
regulatory protein Viviparous-1 
viviparous-1 [Zea mays] 

277568 

77808_1.R1011 
LIB3069-04 9-Q1-K1-A7 



>gi_100922__pir ^A4 0024 

- maize >gi_168605 [M60214) 



Seq. No. 
Contig ID 
5 '-most EST 



277569 

77815_1.R1011 
uC-zmflmol7321al0bl 



Seq. No. 
Contig ID 
5 '-most EST 



277570 

77818_1.R1011 
hbs701182986.hl 



Seq. No. 

Contig ID 
5 '-most EST 



277571 

77837_1.R1011 
LIB3067-029-Q1-K1-G11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277572 

77841_1.R1011 

clt700042003.fl 

BLASTX 

g4006881 

644 

5.0e-67 

226 

60 

(Z99707) putative protein [Arabidopsis thaliana] 
277573 

77855_1.R1011 

LIB3067-029-Q1-K1-H6 

BLASTX 

g2454182 

520 

6.0e-53 



38705 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
86 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

277574 

77871__1.R1011 

uC-zmflMol7084b08bl 

BLASTX 

g4559358 

171 

6.0e-12 

55 

55 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



277575 

77872_1.R1011 
LIB3067-030-Q1-K1-B4 

277576 

77882__1.R1011 

wty700163884 .hi 

BLASTX 

gl843628 

748 

3. Oe-79 

231 

62 

(U88061) SNF5 homolog BSH [Arabidopsis thaliana] 
277577 

77891_1.R1011 
LIB3067-030-Q1-K1-D4 

277578 

77900_1.R1011 

xyt700345088.hl 

BLASTX 

g4467126 

255 

8.0e-22 

173 

31 

(AL035538) guanine nucleotide-exchange protein-lilce 
[Arabidopsis thaliana] 

277579 

77906_1.R1011 

xdb700339218,hl 

BLASTX 

g4469023 

859 

2.0e-92 

248 

70 



38706 



NCBI Description 



(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277580 

77908_1.R1011 

LIB3067-030-Q1-K1-F1 

BLASTX 

g4587570 

190 

3.0e-14 

176 

30 

(AC006550) Strong similarity to gi_2244833 centromere 
protein homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97337. ESTs gb_T20765 and gb_AA586277 come from 
this gene 



Seq. No. 
Contig ID 
5 '-most EST 



277581 

77927_1.R1011 

uC- zmf IMo 17082d03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277582 

77935_1.R1011 

uC-zmflb73051a02bl 

BLASTX 

g3075397 

156 

5.0e-10 

111 

38 

{AC004484) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



277583 

77935_5.R1011 
nbm700475701.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277584 

77941_1,R1011 

dyk700106668.hl 

BLASTX 

g4056483 

145 

5.0e-09 

91 

40 

(AC005896) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277585 

77942_1.R1011 
LIB3117-012-Q1-K1-A11 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277586 

77943_1.R1011 

uC-zmflb73137d05bl 

BLASTX 

g3228666 

310 

2.0e-28 



38707 



Match length 

% identity 

NCBI Description 



102 
56 

(AF069987) 
(AF069984) 



nitrilase 1 [Homo sapiens] >gi_3242978 
nitrilase homolog 1 [Homo sapiens] 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277587 

77944_1.R1011 

wyr700243546,hl 

BLASTX 

g3341695 

232 

5.0e-19 

146 

41 

(AC003672) putative thiamin pyrophosphokinase [Arabidopsis 
thaliana] 

277588 

77944_2.R1011 

LIB3067-031-Q1-K1-A7 

BLASTX 

g3341695 

352 

4.0e-33 
87 
69 

(AC003672) 
thaliana] 



putative thiamin pyrophosphokinase [Arabidopsis 



277589 

77944_3.R1011 

pwr700452650,hl 

BLASTX 

g3341695 

158 

l.Oe-19 

105 
56 

{AC003672) putative thiamin pyrophosphokinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277590 

77973_2.R1011 
cjh700193746.hl 

277591 

77999_1.R1011 

uC-zmflmol7198ellbl 

BLASTX 

g3063698 

609 

5.0e-63 

285 
49 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 



277592 



38708 



Contig ID 
5 '-most EST 



78010_1.R1011 
LIB3067-031-Q1-K1-H4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277593 

78016__1.R1011 

uC-zmflmol7 067dl2bl 

BLASTX 

g4584429 

282 

7.0e-25 

167 

41 

(AJ237751) aquaglyceroporin [Nicotiana tabacum] 



277594 

78023_1.R1011 

ymt700221029.hl 

BLASTX 

g2677836 

177 

2.0e-12 

187 
29 

(AF020788) SEL-10 



[Caenorhabditis elegans] 



277595 

78024_1.R1011 
uC-zmflb73013cl0bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



277596 

78026_1.R1011 
wty700168484.hl 

277597 

78026__2.R1011 
cat700021222.rl 



Seq. No. 

Contig ID 
5 '-most EST 



277598 

78037_1.R1011 
LIB3067-032-Q1-K1-C10 



Seq. No. 
Contig ID 
5 '-most EST 



277599 

78038_1.R1011 
LIB3067-032-Q1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 



277600 

78041_1.R1011 
LIB3067-032-Q1-K1-C3 



Seq. No. 
Contig ID 
5 '-most EST 



277601 

78047_1.R1011 
kem700612280.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



277602 

78081_1.R1011 
clt700045352. fl 
BLASTX 



38709 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4646233 
310 

2.0e-28 

149 

46 

(AC007266) putative G9a protein [Arabidopsis thaliana] 
277603 

78082^2. RICH 

LIB3069-033-Q1-K1-G8 

BLASTX 

g2655008 

353 

2.0e-33 

119 

64 

(AF01714 4) (1-4) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



277604 

78100__1,R1011 
uC-zmflmol7359f02al 



Seq. No. 

Contig ID 
5 '-most EST 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277605 

78109_1.R1011 

LIB3067-033-Q1-K1-B12 

BLASTX 

g4337175 

341 

5.0e-32 

114 

52 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb__T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

277606 

78124_1.R1011 

xjt700094275.hl 

BLASTX 

g4314358 

500 

l.Oe-50 

158 

65 

(AC006340) putative kinesin heavy chain protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277607 

78128_1.R1011 
LIB36-018-Q1-E1-F1 



Seq. No. 
Contig ID 
5 '-most EST 



277608 

78130_1.R1011 
gct701177151.hl 



38710 




Seq. No. 


277609 


Contig ID 


78130 2.R1011 


5 '-most EST 


hbs701180766.hl 


Seq. No. 


277610 


Contig ID 


78135 l.RlOll 


5 '-most EST 


uC-zmflmol7322e05bl 


Seq. No. 


277611 


Contig ID 


78137 l.RlOll 


5 '-most EST 


LIB3067-033-Q1-K1-E4 


Seq. No. 


277612 


Contig ID 


78143 l.RlOll 


5 '-most EST 


uC-zmroB73015d05bl 


Seq. No. 


277613 


Contig ID 


78143 2.R1011 


5 ' -most EST 


uC-zmflmol7 421dl2al 


Spa No . 


277614 


Pnntia ID 


78160 l.RlOll 


5 '-most EST 


LIB3067-033-Q1-K1-H11 


Sea No 


277615 


Contig ID 


78160 2.R1011 


5 ' -most EST 


tfd700571426.hl 


Method 


BLASTX 


NCBI GI 


g3250697 


RTiAST score 


510 


R value 


1. Oe-51 


Match length 


119 


% identity 


82 


NCBI Description 


(AL024486) putative p: 


Sea No 


277616 


Contia ID 


78163 l.RlOll 


5 '-most EST 


LIB3067-033-Q1-K1-H4 


Seq. No. 


277617 


Contig ID 


78169 l.RlOll 


5 ' -most EST 


LIB30 67-034-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g940880 


BLAST score 


366 


Fl v;^ 1 np 

1_J V CL -1. LJ.V' 


0 . Oe+00 




543 


S; -i fipn1~ "i 1" V 

o JL 1 1 j_ y 


94 


NCBI Description 


Z.mays zag2 gene 


S^rr No 


277618 


Contig ID 


78180 l.RlOll 


5 '-most EST 


LIB3067-034-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g729135 


BLAST score 


364 


E value 


2.0e-34 




[Arabidopsis thaliana] 



38711 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



160 
45 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
( S-ADENOS YSL-L-METHIONINE : CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_283034_pir S28 612 

catechol 0-methyltransferase (EC 2.1,1.6) - maize 
>gi_168532 (M73235) 0-methyltransferase [Zea mays] 

277619 

78182__1.R1011 
LIB3067-034-Q1-K1-B3 

277620 

78186^1. RlOll 

yyf700351051.hl 

BLASTX 

g3876465 

337 

3.0e-31 

87 

72 

(Z81071) predicted using Genefinder; Similarity to Human 
small nuclear ribonucleoprotein E (SW:P08578); cDNA EST 
yk37 5g7.3 comes from this gene; cDNA EST yk37 5g7.5 comes 
from this gene; cDNA EST yk435f5.3 comes from this gene; 

277621 

78186_2.R1011 

tzu700205471.hl 

BLASTX 

g3876465 

299 

3.0e-27 

75 

76 

(Z81071) predicted using Genefinder; Similarity to Human 
small nuclear ribonucleoprotein E (SW:P08578); cDNA EST 
yk37 5g7.3 comes from this gene; cDNA EST yk375g7.5 comes 
from this gene; cDNA EST yk4 35f5.3 comes from this gene; 

277622 

78188_1.R1011 

tzu700203464.hl 

BLASTX 

g3688193 

420 

9.0e-41 

188 
47 

(AJ010091) MAP3K alpha 1 protein kinase [Brassica napus] 
277623 

78189_1.R1011 

vmj700053753.rl 

BLASTX 

g2760606 

725 



38712 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-76 

154 

87 

(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi_3004869 
(AF030132) glutathione peroxidase; ATGPl [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931 . 1_ (AL049500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277624 

78193_1.R1011 
gwl700617069.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277625 

78195_1.R1011 

fdz701159503.hl 

BLASTX 

g2950395 

194 

5.0e-31 

85 
81 

(AJ224847) oxidoreductase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277626 

78206_1.R1011 

LIB3067-034-Q1-K1-D8 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Contig ID 
5 '-most EST 



277627 

78221_1.R1011 
uC-zmflmol7300c09bl 



Seq. No. 
Contig ID 
5 '-most EST 



277628 

78231__1.R1011 
LIB3067-034-Q1-K1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277629 

78234_1.R1011 

LIB3067-034-Q1-K1-H11 

BLASTX 

g2760830 

355 

2.0e-33 

232 
42 

{AC003105) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 



277630 



38713 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



78250_1.R1011 

fC-zmfl700343020f4 

BLASTX 

g3947448 

335 

8.0e-34 

168 

46 

{AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6,5 
gene; cDNA EST yk4 99g5.5 comes from this 
[Caenorhabdl. . . >gi_3947 54 3_emb_CAA8 8 952_ 
yk301fl.5 comes from this gene; cDNA EST 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditl 

277631 

78251_1.R1011 
LIB3067-035-Q1-K1-B11 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z49127) cDNA EST 
"yk475f6.3 comes 
from this gene; 
cDNA EST yk4 99g5.5 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



277632 

78251_2.R1011 
ntr700075656.hl 

277633 

78257_1.R1011 

LIB3067-035-Q1-K1-B8 

BLASTX 

g4539401 

208 

2.0e-16 

88 

47 

(AL035526) putative protein [Arabldopsls thaliana] 
277634 

78258_1.R1011 

uC-zmflmol7127bl0bl 

BLASTX 

g4558567 

202 

4.0e-15 

123 

36 

{AC007138) hypothetical protein [Arabldopsis thaliana] 
277635 

78260_1.R1011 

xyt700346916.hl 

BLASTX 

gl931639 

240 

5.0e-20 

84 

52 



38714 



NCBI Description (U95973) lysophospholipase isoiog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277636 

78286_1.R1011 
uC-zmromol708 8e08al 



Seq. No. 
Contig ID 
5 '-most EST 



277637 

78318_1.R1011 

uC- zmf Imo 17103el0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig .ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277638 

78321__1.R1011 

kem700611784.hl 

BLASTX 

g2252860 

202 

3.0e-15 

241 

32 

(AF013294) No definition line found [Arabidopsis thaliana] 
277639 

78322_1.R1011 

LIB3067-036-Q1-K1-A9 

BLASTX 

g2864625 

450 

2.0e-44 

159 
56 

(AL021811) putative protein [Arabidopsis thaliana] 
277640 

78331__1.R1011 
LIB3067-036-Q1-K1-C11 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



277641 

78332_1.R1011 
LIB3067-036-Q1-K1-C12 

277642 

78341_1.R1011 

LIB3067-036-Q1-K1-D10 

BLASTX 

gl707043 

145 

8.0e-09 

73 

42 

(U80446) coded for by C. elegans cDNA ykl72e6.3; coded for 
by C. elegans cDNA ykl58f7.3; coded for by C. elegans cDNA 
ykl58f7.5; coded for by C. elegans cDNA ykl72e6.5 
[Caenorhabditis elegans] 

277643 

78355_1,R1011 
uC-zmflmol7367g01al 



38715 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277644 

78365_1.R1011 
LIB3067-036-Q1-K1-G11 

277645 

78377_1.R1011 
uC-zmflb73048d01bl 

277646 

78386_1.R1011 

nbm700477042.hl 

BLASTX 

g4567250 

223 

l.Oe-17 

140 

36 

{AC007070) hypothetical protein [Arabidopsis thaliana] 
277647 

78403_1.R1011 
LIB3067-037-Q1-K1-C3 

277648 

78410_1.R1011 
LIB3067-037-Q1-K1-D11 

277649 

78424_1.R1011 
LIB3067-037-Q1-K1-E9 

277650 

78427_1.R1011 

uC-zmflb7 3306c05al 

BLASTX 

g4454051 

718 

6.0e-76 

224 

58 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



277651 

78444_1.R1011 
LIB3067-037-Q1-K1-G7 

BLASTX 

g3033388 

206 

4 .Oe-16 

50 

62 V, -, ■ 1 

(AC004238) hypothetical protein [Arabidopsis thaliana J 

277652 

78446 l.RlOll 



38716 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wyr700242987.hl 

BLASTX 

g2239260 

642 

3.0e-67 

124 
100 

(Y13734) cinnamoyl CoA reductase [Zea mays] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277653 

78451_1.R1011 

uC-zmroteosinte068c01bl 

BLASTX 

g2760317 

519 

l.Oe-52 

121 
83 

(AC002130) F1N21.1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277654 

78452_1.R1011 

LIB3067-037-Q1-K1-H4 

BLASTX 

gll68470 

561 

l.Oe-57 

128 
79 

PROTEIN KINASE APKIA >gi_282877_pir S28 615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217 829_dbj_BAA02092__ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277655 

78454_1,R1011 
uwc700155548.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277656 

78456_1.R1011 

uC-zmrob73022dl2al 

BLASTX 

g2654226 

488 

8.0e-49 

157 

59 

(AJ003069) aminoacyl-t-RNA synthetase [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



277657 

78461^1. RlOll 
pmx700083984.hl 

277658 

78461 2.R1011 



38717 



5^ -most EST 



LIB3067-039-Q1-K1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



277659 

78475_1.R1011 

t2u700202544.hl 

BLASTX 

g2130141 

827 

5.0e-95 

255 
63 

mudrA protein - maize transposon MuDR >gi_540581 (M7 6978) 
mudrA [Zea mays] >gi__595816 (U14597) mudrA gene product 
[Zea mays] 

277660 

78480^1. RlOll 
LIB3067-038-Q1-K1-C2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



277661 

78495_1.R1011 

uC-zmflb73022d03al 

BLASTX 

g4467159 

205 

6.0e-16 

56 

62 

(AL035540) hypothetical protein [Arabidopsis thaliana] 
277662 

78514_1.R1011 
LIB3067-038-Q1-K1-G10 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



277663 

78520_1.R1011 

gct701167685.hl 

BLASTX 

g2244989 

462 

5.0e-46 

132 

69 

(Z97340) strong similarity to naringenin 3-dioxygenase 
[Arabidopsis thaliana] 

277664 

78522_1.R1011 
uC-zmflmol7 024c01al 



Seq. No. 

Contig ID 
5 '-most EST 



277665 

78528_1.R1011 
LIB3067-038-Q1-K1-H5 



Seq. No. 
Contig ID 
5 '-most EST 



277666 

78529_1.R1011 
LIB3137-002-Q1-K1-C4 



38718 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277667 

78530_1.R1011 

LIB3067-038-Q1-K1-H7 

BLASTX 

g4567271 

247 

7.0e-21 

86 

62 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277668 

78550_1.R1011 
uwc700155876.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277669 

78552_1.R1011 
wty700170347.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



277670 

78575_1.R1011 

vux700158048.hl 

BLASTX 

g4539345 

401 

5.0e-39 

128 

63 

(AL035539) hypothetical protein [Arabidopsis thaliana] 
277671 

78578_1.R1011 
LIB3067-039-Q1-K1-F3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277672 

78580_2.R1011 

uwc700151202.hl 

BLASTX 

g99899 

686 

3.0e-74 

173 

84 

DNA-directed RNA polymerase (EC 2,7.7.6) largest chain 
(isoform C) - soybean (fragment) >gi_18736_emb_CAA36736_ 
{X524 95) DNA-directed RNA polymerase [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



277673 

78613_1.R1011 
uC-zmflmol7134g02bl 



Seq. No. 
Contig ID 
5 '-most EST 



277674 

78625_1.R1011 
pmx700086536.hl 



Seq. No. 



277675 



38719 



II 



Contig ID 


78633_1.R1011 


D "-JIlOSL liiOi 


ZlLlL lino 1 / Z / 0 CU XLJ 1 


Seq. No. 


277676 


Contig ID 


78633__2.R1011 


D -inosL ejoi 


uc zmriD / oi/uoeiuai 


Seq, No. 


277677 


Contig ID 


78641_1.R1011 


0 — luOSu iLtO i 


-LlDoUO 1 VhU \JJ- r^X UD 


o e q . ln o . 


Oil ^1 Q 


uont.j_g lu 


/OOD4 X.KXUli 


O ILIOSL EjOI 




oeq . iNO . 


9 7 1 f^l Q 








xsv70^211205 hi 






NCBI GI 


g4587595 


BLAST score 


467 


IT* TT 1 1 T i^i 

Hi Vd.±U.c 




Match, length. 


9 ^ 
Z o J 


% identity 


40 


NCBI Description 


(AC006951) putative ] 




thaliana] 


Seq. No. 


o *^ T /" o 
27 / DoU 


Lontig lu 


/ 0 Oo4 1 . KiUli 


0 —most bo I 




beq . NO , 


oil C^Q 1 
Z / / DO 1 


L-onuig lu 


iQ f^Qi 1 PI ni 1 


C 1 TY^ n /~i 4~ C C" 

0 -iuosl hibi 


uc zmrimol / izonuoDi 


Method 


BLASTX 


NCBI GI 


g3785995 


dijAo i score 


^01 

oz / 


E value 


4 . ue-o J 


LYia.Ti.Gn JLengun 


1 ^4 

1 3 fl 


% identity 


1 A 

f 4 


lnudj. uescripnxon 


^/iuuuo4yi?j unKnown p 


oeq. wo. 


01 1 C^QO 
Z } 1 DOZ 


r^r\-n -h -i T Pi 

L-onLig ±u 


/ODOO J..r\iuix 


D ILIO b L Ili O 1 




Method 


BLASTX 


NCBI GI 


g857395 


BLAST score 


000 
zoo 


E value 


1 . Ue-zo 


Match length 


0 n 
0 / 


% identity 


64 


NCBI Description 


(D50869) mitotic eye 


Seq. No. 


277683 


Contig ID 


78715 l.RlOll 


5 '-most EST 


uC- zmf Imol 7 30 9gO 6bl 


Method 


BLASTX 



38720 



• 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129636 
319 

4,0e-29 

172 
41 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



(U38916) lipase 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277684 

78715_2,R1011 

uC-2inflinol7309hl2bl 

BLASTX 

g4314378 

385 

7-0e-37 

187 

37 

(AC006232) putative lipase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277685 

78715_3.R1011 
uC-zmflb73292g09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277686 

78716__1.R1011 

pmx700086652.hl 

BLASTX 

gl854378 

1061 

l.Oe-162 

341 
84 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of f icinarum] 



Seq. No. 
Contig ID 
5 '-most EST 



277687 

78721_1.R1011 
LIB3067-042-Q1-K1-E5 



Seq. No. 

Contig ID 
5 '-most EST 



277688 

78721_2.R1011 
uC-2mflb73031fllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277689 

78724_1.R1011 

uC-2mflb73201clObl 

BLASTX 

g2062167 

398 

2.0e-38 

122 
59 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 



277690 

78730 l.RlOll 



38721 



5* -most EST 



fdz701165304.hl 



Seq. No. 

Contig ID 
5 '-most EST 



277691 

78733_1.R1011 
uC-zmflmol7317h07al 



Seq. No. 
Contig ID 
5 '-most EST 



277692 

78733^2. RlOll 
uwc700154577.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277693 

78746_1.R1011 
LIB3067-042-Q1-K1-H6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most 'EST 
Method 
NCBI GI 
BLAST score 



277694 

78759_1.R1011 

uC-zmrob73061e04al 

BLASTX 

g4101574 

253 

2.0e-21 

186 
32 

(AF004876) 54TMp [Homo sapiens] 
277695 

78762_1.R1011 
LIB3067-043-Q1-K1-B12 

277696 

78766_1.R1011 

LIB3067-043-Q1-K1-B6 

BLASTX 

g3540182 

222 

9.0e-33 

162 

54 

(AC004122) Unknown protein [Arabidopsis thaliana] 
277697 

78772_1.R1011 

LIB3067-043-Q1-K1-C2 

BLASTX 

g2462756 

189 

2.0e-14 

112 
40 

(AC002292) putative receptor kinase [Arabidopsis thaliana] 
277698 

78775_1.R1011 

uC- zmr ob 73006b01al 

BLASTX 

g3360291 

380 



38722 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-36 

87 
85 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



277699 

78792_1.R1011 
LIB3069-051-Q1-K1-D4 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



277700 

78793_1.R1011 
uC-zmflb73194f07b2 

277701 

78793_2.R1011 
uC-zmflb73285al0bl 

277702 

78797_1.R1011 

uC-zmfib73079f04b2 

BLASTX 

g3169178 

272 

9.0e-24 

132 
42 

{AC004401) hypothetical protein [Arabidopsis thaliana] 
277703 

78797_2.R1011 

LIB3067-043-Q1-K1-F1 

BLASTX 

g4468984 

380 

3.0e-36 

269 
36 

(AL035605) putative protein [Arabidopsis thaliana] 
277704 

78807__1.R1011 
pwr700450254.hl 

277705 

78810_1.R1011 

uC-zmroteosintel2 0c08b2 

BLASTX 

g3540189 

155 

6.0e-10 

94 

37 

(AC004122) Hypothetical protein [Arabidopsis thaliana] 
277706 

78811 l.RlOll 



38723 



# 



5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmx700090275.hl 

BLASTX 

g4218120 

447 

2.0e-56 

161 

64 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277707 

78812_1.R1011 

tzu700206852,hl 

BLASTX 

gl935909 

874 

2.0e-94 

177 

93 

(U77345) lethal leaf-spot 1 



[Zea mays] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277708 

78819_1.R1011 

uC-zmroteosinte034e09bl 

BLASTX 

gl00535 

289 

l.Oe-25 

79 
68 

hypothetical protein - swollen duckweed 

>gi_1929057_emb_CAA32236_ (X14075) longest ORF (1) [Lemna 
gibba] 

277709 

78819_2.R1011 

uC-zmflmol7221e05bl 

BLASTX 

gl00535 

281 

l.Oe-24 

77 
69 

hypothetical protein - swollen duckweed 

>gi_1929057_emb_CAA32236_ (X14075) longest ORF (1) [Lemna 
gibba] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277710 

78827_1.R1011 

tfd700570868.hl 

BLASTX 

g2809237 

483 

2.0e-48 

206 

51 

(AC002560) F21B7, 



6 [Arabidopsis thaliana] 



38724 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



277711 

78832_1.R1011 
LIB3067-044-Q1-K1-A9 

277712 

78841_1.R1011 
uC-zmflmol7352g05al 

277713 

78890_1.R1011 
LIB3067-044-Q1-K1-G7 

277714 

78904_1.R1011 
uC-zmflmol7171a03bl 

277715 

78904_2.R1011 
dyk700102735.hl 

277716 

78916_1.R1011 

uC-zmflmol7 0 8 6e02al 

BLASTX 

g4309738 

570 

2.0e-58 

192 

60 

{AC006439) putative tubby protein [Arabidopsis thaliana] 
277717 

78916__2.R1011 

uC-zmflmol7309gllbl 

BLASTX 

g2829918 

609 

5.0e-63 

245 
48 

(AC002291) similar to "tub" protein gp__U824 68_2072162 
[Arabidopsis thaliana] 

277718 

78924_1.R1011 

nbm700470178.hl 

BLASTX 

g2342730 

166 

2.0e-ll 

92 

48 

{AC002341) hypothetical protein [Arabidopsis thaliana] 
277719 

78932 l.RlOll 



38725 



5 '-most EST 



LIB3067-045-Q1-K1-C8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277720 

78935_1.R1011 

zla700380263.hl 

BLASTX 

g4220474 

519 

2.0e-52 

258 
49 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277721 

78948__1.R1011 

ntr700075973.hl 

BLASTX 

gl561579 

506 

5.0e-51 

160 

59 

(Y08253) spermine synthase 2 [Datura stramonium] 
277722 

78949_1.R1011 

uC-zmflmol7 393a03al 

BLASTX 

g987693 

185 

9.0e-14 

39 
92 

(D16685) lactate dehydrogenase [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 



277723 

78950_1.R1011 
LIB3067-045-Q1-K1-E3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277724 

78967_1.R1011 

rvt700548427.hl 

BLASTX 

g2352492 

481 

2.0e-48 

140 

66 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_23524 94 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277725 

78975_1.R1011 
LIB3067-045-Q1-K1-G6 



38726 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277726 

78978_1.R1011 

LIB3067-045-Q1-K1-G9 

BLASTN 

g902585 

42 

5,0e-14 

66 
91 

Zea mays clone MubG9 ubiquitin gene, complete cds 



277727 

78981_1.R1011 

ntr700072966.hl 

BLASTX 

g2760323 

603 

2.0e-62 

151 

68 

{AC002130) F1N21. 



8 [Arabidopsis thaliana] 



277728 

78987_1.R1011 

uC-zmflb73012g01bl 

BLASTX 

g2462834 

206 

5. Oe-16 
144 

31 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
277729 

79002_1.R1011 
pmx700084118.hl 



Seq. No. 

Contig ID 
5 '-most EST 



277730 

79007_1.R1011 
LIB3067-046-Q1-K1-C10 



Seq. No. 

Contig ID 
5 '-most EST 



277731 

79009_1.R1011 
uC-zmflmol7420c04al 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277732 

79017_1.R1011 

tzu700207043.hl 

BLASTX 

g3702321 

748 

2.0e-79 

185 
74 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 



38727 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277733 

79017__2,R1011 

LIB3069-054-Q1-K1-B11 

BLASTX 

g2494896 

460 

4 .Oe-46 

92 
8 8 

EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
(EIF-3 DELTA) (EIF3 P36) (TGF-BETA RECEPTOR INTERACTING 

PROTEIN 1) (TRIP-1) >gi_21297 4 9__pir 860256 TGF-beta 

receptor interacting protein 1 homolog - Arabidopsis 
thaliana >gi_1036803 (U36765) TGF-beta receptor interacting 
protein 1 homolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277734 

79019_1,R1011 
LIB3067-04 6-Q1-K1-D4 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277735 

79031__1.R1011 
LIB3067-04 6-Q1-K1-E8 

277736 

79032_1.R1011 

LIB3068-017-Q1-K1-G3 

BLASTX 

g3399767 

182 

3.0e-13 

87 

44 

(U76298) uclacyanin I 
(AC0057 00) uclacyanin 



[Arabidopsis thaliana] >gi_38314 66 
I [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



277737 

79035_1.R1011 

uC-zmroteosinte006cl0bl 

BLASTX 

g4531434 

349 

l.Oe-32 

177 
41 

(AC006224) unknown protein [Arabidopsis thaliana] 
277738 

79046_1.R1011 
uC-2mroteosinte066f llbl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



277739 

79051_1.R1011 
LIB3067-04 6-Q1-K1-G8 

277740 

79052 l.RlOll 
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5 '-most EST 


LIB3067-046-Q1-K1-G9 


Seq. No. 


277741 


Contig ID 


79054 l.RlOll 


5 '-most EST 


tfd700574629.hl 


Method 


BLASTX 


NCBI GI 


gzz4bD / y 


BLAST score 


195 


E value 


l.Oe-14 


Match length 


128 


% identity 


■J 0 


NCBI Description 


(AF006655) V-ATPase C subunit [Drosophila melanogaster ] 


Seq. No. 


277742 


Contig ID 


79061 l.RlOll 


5 '-most EST 


cyk700048978 .fl 


Seq. No. 


277743 


Contig ID 


79075 l.RlOll 


5 '-most EST 


LIB3067-047-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


gi / / / / U b 


BLAST score 


220 


E value 


l.Oe-120 


Match length 


224 


% identity 


100 


NCBI Description 


Zea mays 18S ribosomal RNA gene, partial sequence 


Seq. No. 


277744 


Contig ID 


79075 2.R1011 


5 '-most EST 


uC-zmflmol7210dllal 


Method 


BLASTN 


NCBI GI 


gl7 7 / / Uo 


BLAST score 


169 


E value 


4.0e-90 


Match length 


169 


% identity 


iuU 


NCBI Description 


Zea mays 18S ribosomal RNA gene, partial sequence 


Seq. No. 


277745 


Contig ID 


79084 l.RlOll 


5 '-most EST 


xsy700213881.hl 


Seq. No. 


277746 


Contig ID 


79090 l.RlOll 


5 '-most EST 


LIB3067-047-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gll49595 


BLAST score 


255 


E value 


6.0e-22 


Match length 


111 


% identity 


46 


NCBI Description 


(Z4 9860) l-acyl-sn-glycerol-3-phosphate acyltransf eras 




[Brassica napus] 


Seq. No. 


277747 


Contig ID 


79099_1.R1011 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3067-047-Q1-K1-D10 

BLASTX 

g4557491 

460 

l.Oe-45 

207 

43 

cleavage stimulation factor subunit 1 

>gi 461848_sp_Q05G48_CSTl_HUMAN CLEAVAGE STIMULATION 
FACTOR, 50 KD SUBUNIT (CSTF 50 KD SUBUNIT) (CF-1 50 KD 

SUBUNIT) >gi_345801_pir ^A45142 cleavage stimulation factor 

50K chain - human >gi_180599 (L02547) cleavage stimulation 
factor [Homo sapiens] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277748 

79104_1.R1011 

zuv700355918.hl 

BLASTX 

gl695882 

642 

8.0e-67 

254 
55 

(U63743) mitotic centromere-associated kinesin [Homo 
sapiens] 



Seq. No. 


277749 


Contig ID 


79139 l.RlOll 


5 '-most EST 


LIB3067-047-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2462834 


BLAST score 


157 


E value 


3.0e-10 


Match length 


98 


% identity 


36 


NCBI Description 


{AF000657) hypothetical prote 


Seq. No. 


277750 


Contig ID 


79141 l.RlOll 


5 '-most EST 


tzu700201160.hl 


Seq. No. 


277751 


Contig ID 


79144 l.RlOll 


5 '-most EST 


pmx700088476.hl 


Method 


BLASTX 


NCBI GI 


g2738996 


BLAST score 


378 


E value 


4.0e-36 


Match length 


164 


% identity 


49 


NCBI Description 


(AF022457) CYP97B2p [Glycine 


Seq. No. 


277752 


Contig ID 


79144 2.R1011 


5 '-most EST 


uC-zmflMol7005hl2bl 


Seq. No. 


277753 



38730 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79144_3.R1011 

fwa700101827.hl 

BLASTX 

g2738996 

183 

3.0e-13 

90 

46 

(AF022457) CYP97B2p [Glycine max] 



Seq. No, 
Contig ID 
5 '-most EST 



277754 

79161_1.R1011 
uC-zmflmol7 047d08al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277755 

79162_1.R1011 

LIB3067-048-Q1-K1-B10 

BLASTX 

g4468980 

867 

2.0e-93 

198 

79 

(AL035605) f ormami das e- like protein [Arabidopsis thaliana] 
277756 

79170_1.R1011 
LIB3067-048-Q1-K1-B8 



Seq. No. 

Contig ID 
5 '-most EST 



277757 

79173_1.R1011 
uC-zmflMol7 092al2bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277758 

79177_1.R1011 

cat700020611.rl 

BLASTX 

g2801448 

210 

l.Oe-16 

39 

92 

(AF028341) ubiquitin-conjugating enzyme 18 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277759 

79191_1.R1011 

LIB3136-010-Q1-K1-H6 

BLASTX 

g3540180 

359 

6.0e-41 

221 
48 

(AC004122) Unknown protein [Arabidopsis thaliana] 



Seq, No, 



277760 
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Contig ID 


79195 l.RlOll 


5 '-most EST 


LIB3067-04 8-Q1-K1-E9 


Seq. No. 


277761 


Contig ID 


79209 l.RlOll 


5 '-most EST 


LIB30 68-04 1-Q1-K1-H4 


Seq. No. 


277762 


Contig ID 


79215 l.RlOll 


5 '-most EST 


LIB3067-048-Q1-K1-H11 


Seq. No. 


277763 


Contig ID 


79230 l.RlOll 


5 '-most EST 


uC-zmflb73230d01b2 


Method 


BLASTX 


NCBI GI 


g4375829 


BLAST score 


599 


E value 


4.0e-62 


Match length 


182 


% identity 


66 


NCBI Description 


(AJ011977) RNA-direct 




thaliana] 


Seq. No. 


277764 


Contig ID 


79231 l.RlOll 


5 '-most EST 


wty700166434 .hi 



RNA-directed RNA polymerase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277765 

79232_1.R1011 

uC-zmflmol72 67f 02al 

BLASTX 

g3786324 

158 

2.0e-10 

62 

48 

(AB015139) chlorophyll a oxygenase 
reinhardtii] 



[ Chi amydomona s 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277766 

79238_1.R1011 

LIB3067-04 9-Q1-K1-B4 

BLASTX 

g3877894 

153 

6.0e-10 

75 
47 

(Z75954) Similarity to klebsiella oxytoca E-1 enzyme 
(TREMBL ID G401712) [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



277767 

79243_1.R1011 
yyf700352251.hl 



Seq. No. 

Contig ID 



277768 

79252 l.RlOll 
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5 '-most EST 



uC-zinflb73086fl2b2 



Seq. No. 
Contig ID 
5 '-most EST 



277769 

79256_1.R1011 
LIB3067-04 9-Q1-K1-D12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277770 

79256_2.R1011 

uC- zmf imo 17248f09bl 

BLASTX 

g4544403 

188 

9.0e-14 

78 
42 

(AC007047) 
precursor 



putative glucan endo-1 , 3-beta-D-glucosidase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277771 

79259__1.R1011 

t2u700205089.hl 

BLASTX 

g2335097 

1060 

l.Oe-116 

274 

75 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

277772 

79260_1,R1011 

fwa700098618.hl 

BLASTX 

gl848214 

293 

3.0e-26 

74 
74 

(Y11210) uracil phosphoribosyltransf erase [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277773 

79260_2.R1011 

ceu700429688.hl 

BLASTX 

gl848214 

240 

l.Oe-20 

64 

70 

(Y11210) uracil phosphoribosyltransf erase [Nicotiana 
tabacum] 



Seq. No, 
Contig ID 
5 '-most EST 



277774 

79262_1.R1011 
LIB3067-04 9-Q1-K1-D8 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3643249 

282 

5.0e-25 

111 
51 

(AF090143) 
domestical 



thaumatin-like protein precursor Mdtll [Malus 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



277775 

79291_1.R1011 
yyf700351493.hl 

277776 

79298__1.R1011 
LIB3067-04 9-Q1-K1-H12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277777 

79310_1,R1011 

LIB3067-050-Q1-K1-A3 

BLASTX 

gl351662 

280 

l.Oe-24 

180 
37 

HYPOTHETICAL 7 4.4 KD PROTEIN C30D11.09 IN CHROMOSOME I 

>gi_2130408_pir S62567 hypothetical protein SPAC30D11.09 

fission yeast (Schizosaccharomyces pombe) 
>gi_1065896_emb__CAA91895__ (Z67961) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277778 

79315_1.R1011 

LIB3137-013-Q1-K1-F4 

BLASTX 

g4490300 

972 

l.Oe-105 

275 

61 

(AL035678) putative protein [Arabidopsis thaliana] 
277779 

79318_1.R1011 
LIB3067-050-Q1-K1-B2 



Seq. No. 

Contig ID 
5 '-most EST 



277780 

79339_1.R1011 
LIB3068-006-Q1-K1-G11 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



277781 

79342_1.R1011 

yyf700351951.hl 

BLASTX 

g2979557 

609 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-63 

166 

67 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
>gi_338 6625 (AC004 665) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277782 

79349_1.R1011 

uC-zinroteosintel09c03b3 

BLASTX 

g3176690 

830 

l.Oe-101 

225 

86 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S, 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277783 

79349^2. RlOll 

uC-zmflmol7134g09bl 

BLASTX 

g3176690 

430 

l.Oe-42 

105 
75 

{AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277784 

79366_1.R1011 

LIB3067-050-Q1-K1-G7 

BLASTX 

g4432864 

547 

8.0e-56 

146 

72 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
277785 

79368_1.R1011 

LIB3067-050-Q1-K1-G9 

BLASTX 

g3800951 

293 

3.0e-26 

166 

45 

(AF100657) No definition line found [Caenorhabditis 
elegans] 



Seq. No. 



277786 
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Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



79370_1.R1011 
tzu700204395.hl 

277787 

79370_2.R1011 
LIB3067-050-Q1-K1-H10 

277788 

79372_1.R1011 

LIB3067-050-Q1-K1-H12 

BLASTX 

g4586576 

316 

3.0e-29 

82 

71 

(AB024992) multidrug resistance protein [Cicer arietinum] 
277789 

79390_1.R1011 
tfd700575991.hl 

277790 

79393^1. RlOll 

wty700163009.hl 

BLASTX 

g3834307 

259 

3.0e-22 

63 

73 

(AC005679} Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 

[Arabidopsis thaliana] 

277791 

79393_2,R1011 

clt700042140.fl 

BLASTX 

g3834307 

746 

4.0e-79 

186 

73 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712, 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

277792 

79434_1.R1011 
ntr700073277.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277793 

79440_1.R1011 
LIB3067-051-Q1-K1-G7 



38736 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g2492612 

420 

2.0e-41 

106 
75 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 

(ETHYLENE-FORMING ENZYME) (EFE) >gi_107 67 34_pir S52712 

1-aminocyclopropane-l-carboxylate oxidase (ACC oxidase) 
rice >gi_755773_emb_CAA59749_ (X85747) 

1-aminocyclopropane-l-carboxylate oxidase (ACC oxidase) 
[Oryza sativa] 

277794 

79440_2 .RlOll 

xsy700214293.hl 

BLASTX 

g2492612 

241 

3.0e-20 

60 

75 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 

(ETHYLENE-FORMING ENZYME) (EFE) >gi_107 67 34_pir S52712 

1-aminocyclopropane-l-carboxylate oxidase (ACC oxidase) 
rice >gi_7557 73_emb_CAA5974 9_ (X85747) 

1-aminocyclopropane-l-carboxylate oxidase (ACC oxidase) 
[Oryza sativa] 

277795 

79443_1. RlOll 

LIB3067-051-Q1-K1-H1 

BLASTX 

gl931655 

256 

7.0e-22 

110 

50 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 
277796 

79449_1. RlOll 
uC-zmrob7 3055e05bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



277797 

79457_1. RlOll 

LIB3067-052-Q1-K1-A4 

BLASTX 

g542070 

187 

l.Oe-13 

63 
56 

cytochrome P450 77A1 
277798 

79469 1. RlOll 



eggplant 



38737 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73216c07b2 

BLASTX 

g4538943 

385 

5.0e-37 

89 
79 

(AL049483) putative beta-galactosidase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



277799 

79473_1.R1011 

uC-zmflmO17233a02bl 

BLASTX 

g3915070 

561 

2.0e-57 

128 

86 

HISTIDYL-TRNA SYNTHETASE (HISTIDINE— TRNA LIGASE) (HISRS) 
>gi_1841704_emb_CAB06653_ (Z85984) histidyl tRNA Synthetase 
[Oryza sativa] 

277800 

79475_1.R1011 
LIB3067-052-Q1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



277801 

79482_1.R1011 
LIB3137-062-Q1-K1-A8 

277802 

79493_1.R1011 

LIB3067-052-Q1-K1-D9 

BLASTX 

g3914370 

386 

4.0e-48 

146 

62 

GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE PRECURSOR (GPAT) 

>gi_419754_pir S31083 glycerol-3-phosphate 

0-acyltransf erase (EC 2.3.1.15) precursor - Arabidopsis 
thaliana >gi__217845_dbj_BAA00575_ (D00672) 

glycerol-3-phosphate acyltransf erase [Arabidopsis thaliana] 
>gi_217 84 7_dbj_BAA0057 6_ (D00673) glycerol-3-phosphate 
acyltransferase precursor [Arabidopsis thaliana] 

277803 

79500_1.R1011 

uC-zmroteosinte063h03bl 

BLASTX 

gl41435 

259 

4.0e-22 

118 
42 
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NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



DIHYDRONEOPTERIN ALDOLASE (DHNA) >gi__98360_pir E37854 

folate biosynthesis protein 1 (sul 3' region) - Bacillus 
subtilis >gi_143411 (M34053) ORFl [Bacillus subtilis] 
>gi_467467_dbj_BAA05313_ (D26185) unknown [Bacillus 
subtilis] >gi_2 63234 5_emb_CAB11854_ (Z99104) 
dihydroneopterin aldolase [Bacillus subtilis] 



277804 

79504_1.R1011 
LIB84-026-Q1-E1-H9 

277805 

79506_1.R1011 
xyt700346895.hl 

277806 

79506_2.R1011 
LIB84-003-Q1-E1-F3 

277807 

79509^1. RlOll 

uC-zmflmol7322g09bl 

BLASTX 

gl619952 

162 

2.0e-10 

185 
30 

(U72149) putative RNA helicase 
277808 

79520_1.R1011 

uC - zmf ImO 1 7 0 9 3 c 0 6b 1 



[Saccharomyces cerevisiae] 



277809 

79520_2.R1011 
pmx700091162.hl 

277810 

79553_1.R1011 

uC-zmroteosinte021e06bl 

BLASTX 

g435942 

1024 

l.Oe-lll 

312 

64 

(U04295) DNA-binding factor of bZIP class [Oryza sativa] 
277811 

79592_1.R1011 

uC- zmr ob7 3079f01bl 

BLASTX 

g3036810 

337 

2.0e-31 
98 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



64 

(AL022373) putative Myc-type transcription factor 
[Arabidopsis thaliana] 

277812 

79596_1.R1011 

LIB3118-003-Q1-K1-B2 

BLASTX 

g4240305 

181 

6.0e-13 

162 

35 

(AB020715) KIAA0908 protein [Homo sapiens] 
277813 

79600_1.R1011 
LIB3067-053-Q1-K1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277814 

79607_1.R1011 

uC-zmroteosinte033a03bl 

BLASTX 

g4191785 

206 

7.0e-16 

85 

47 

(AC005917) putative hydrolase [Arabidopsis thaliana] 
277815 

79609_1.R1011 

LIB3067-053-Q1-K1-H7 

BLASTX 

gl491776 

572 

7.0e-59 

181 
60 

(M37636) cationic peroxidase [Arachis hypogaea] 
277816 

79610_1.R1011 
LIB3067-053-Q1-K1-H9 

277817 

79627_1.R1011 

LIB83-008-Q1-E1-C6 

BLASTN 

g563633 

90 

9.0e-43 

102 
97 

Z.mays (MU141B) mRNA for U14 small nucleolar RNA 



Seq. No. 



277818 
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Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79639_1.R1011 
LIB3067-054-Q1-K1-D11 

277819 

79640_1.R1011 
uC-zmflmol7 07 9b06bl 

277820 

79651_1.R1011 

ceu700432173.hl 

BLASTX 

gll9723 

282 

6. Oe-25 

87 

61 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_99693_pir S16582 f ructose-bisphosphatase (EC 3.1.3.11) 

precursor, chloroplast - Arabidopsis thaliana 
>gi_11242_emb__CAA41154_ (X58148) f ructose-bisphosphatase 
[Arabidopsis thaliana] 

277821 

79655_1.R1011 

uC-zmflb73192bllbl 

BLASTX 

g4432814 

173 

5.0e-12 

134 

31 

(AC006593) unknown protein [Arabidopsis thaliana] 
277822 

79670__1,R1011 
LIB3067-054-Q1-K1-G7 

277823 

79671_1.R1011 
LIB3067-054-Q1-K1-G8 

277824 

79673_1.R1011 
uC-zmflmol717 9dl2al 

277825 

79704_1.R1011 

uC-zmflb73359f09a2 

BLASTX 

g3047080 

323 

8 .Oe-30 

108 

61 

(AF058914) contains similarity to Arabidopsis thaliana 
DNA-damage-repair/tolerance resistance protein DRTlll 



38741 



(SW:P42698) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277826 

79704_2.R1011 

ceu700425091.hl 

BLASTX 

g3047080 

186 

3.0e-28 

88 
70 

(AF058914) contains similarity to Arabidopsis thaliana 
DNA-damage-repair/tolerance resistance protein DRTlll 
(SW:P42698) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277827 

79723_1,R1011 
uC-zmflmol7 035fllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



277828 

79724_1.R1011 

LIB3067-055-Q1-K1-D6 

BLASTN 

g3821780 

36 

8,0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
277829 

79735_1.R1011 
wty700167208.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277830 

79748_1.R1011 

fdz701161380.hl 

BLASTX 

g4530126 

349 

5.0e-33 

130 
57 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5 '-most EST 



277831 

79758_1.R1011 
uC-zmflmol717 9h09al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277832 

79762_1.R1011 

LIB3067-056-Q1-K1-A9 

BLASTX 

g3249084 

395 

6.0e-38 
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Match length 

% identity 

NCBI Description 



190 
14 

{AC004473) Similar to red-1 (related to thioredoxin) 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 



gene 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277833 

79770_1.R1011 

LIB3067-056-Q1-K1-B6 

BLASTX 

g4580990 

368 

5,0e-35 

204 

35 

(AF120335) putative transposase [Arabidopsis thaliana] 
277834 

79778_1.R1011 

pmx700084405.hl 

BLASTX 

g2213600 

333 

l.Oe-30 

161 
43 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
277835 

79803_1.R1011 
ceu700426675.hl 

277836 

79806_1.R1011 

uC-zmflb73067c03bl 

BLASTX 

g4249382 

1215 

l.Oe-134 

300 

75 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb_AC004481. [Arabidopsis thaliana] 

277837 

79824_1.R1011 
gwl700616408.hl 

277838 

79825_1.R1011 

LIB3067-056-Q1-K1-G8 

BLASTX 

g4588012 

192 

2.0e-14 
173 



38743 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



34 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

277839 

79831_1.R1011 
uC-zmflmol7123fl2al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



277840 

79832_1.R1011 
ceu700433651.hl 

277841 

79836_1.R1011 

LIB3067-057-Q1-K1-A1 

BLASTX 

gl001227 

359 

2.0e-33 

137 
46 

{D64003) hypothetical protein [Synechocystis sp.] 
277842 

79875_1.R1011 

uC-zmflmol7 07 9d03bl 

BLASTX 

g3600032 

147 

4.0e-09 

43 
63 

(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B.hmm, score: 10.8 9) [Arabidopsis thaliana] 

277843 

79878_1.R1011 

LIB3067-057-Q1-K1-E2 

BLASTX 

g2661179 

372 

l.Oe-35 

155 

50 

(U80984) AtZWlO [Arabidopsis thaliana] 
277844 

79881_1.R1011 
tzu700203354.hl 



Seq. No. 

Contig ID 
5 '-most EST 



277845 

79915_1.R1011 
LIB3067-058-Q1-K1-B10 



Seq. No. 

Contig ID 



277846 

79917 l.RlOll 
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# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3067-058-Q1-K1-B12 

BLASTX 

g261869'8 

657 

l.Oe-68 

204 

61 

(AC002510) unknown protein [Arabidopsis thaliana] 
277847 

79917_2.R1011 

uC-zmflmol717 9g09al 

BLASTX 

g2618698 

233 

2.0e-19 

63 
63 

(AC002510) unknown protein [Arabidopsis thaliana] 
277848 

79925_1.R1011 

wyr700242034.hl 

BLASTX 

g2444178 

514 

7.0e-52 

150 

65 

(U94784) unconventional myosin [Helianthus annuus] 
277849 

79929_1.R1011 
wyr700235628.hl 

277850 

79937_1.R1011 

dyk700105257.hl 

BLASTX 

g3176714 

203 

2.0e-23 

215 

40 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277851 

79938_1.R1011 
LIB3067-058-Q1-K1-D3 



Seq. No. 
Contig ID 
5 '-most EST 



277852 

79943_1.R1011 
LIB3136-032-Q1-K1-F4 



Seq. No. 
Contig ID 



277853 

79946 l.RlOll 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3067-058-Q1-K1-E12 

BLASTX 

g3702632 

171 

7.0e-12 

107 

45 

(AL031824) putative transcriptional regulator 
[Schizosaccharomyces pombe] >gi_3859080_eirib_CAA21957__ 
(AL033406) putative alcohol dehydrogenase repressor protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



277854 

79951_1.R1011 
uC-zmflmol7265a05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277855 

79952_1.R1011 

gct701175159.hl 

BLASTX 

g3935150 

1023 

l.Oe-111 

313 

63 

(AC005106) T25N20.14 [Arabidopsis thaliana] 
277856 

79961_1.R1011 

uC-zmflmol7273fl2bl 

BLASTX 

g2191130 

184 

7.0e-17 

154 

38 

(AF007269) A_IG002N01.7 gene product [Arabidopsis thalxana] 



Seq. No. 
Contig ID 
5 '-most EST 



277857 

79970_1.R1011 
uC-zmflb7 3102bllal 



Seq. No. 
Contig ID 
5 '-most EST 



277858 

79971_1.R1011 
bdu700382874.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277859 

79974_1.R1011 

LIB3067-058-Q1-K1-H12 

BLASTX 

g2618684 

499 

3,0e-50 

156 
64 

(AC002 510) putative 

UDP-N-acetylglucosamine — dolichyl-phosphate 
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N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaiiana] >gi_3241947 (AC004625) putative 
UDP-N-acetylglucosamine — dolichyl -phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaiiana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277860 

79980_1.R1011 
uC-zmflb73233gllal 

277861 

79983_1.R1011 

clt700043404 .fl 

BLASTX 

g3482974 

497 

6.0e-50 

176 

55 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaiiana] 

277862 

79997_1.R1011 

kem700611015.hl 

BLASTX 

gl091678 

195 

l.Oe-14 

124 

31 

activator-like transposable element [Pennisetum glaucum] 
277863 

79998_1.R1011 
ceu700424308.hl 

277864 

79999_1.R1011 

xjt700095578 .hi 

BLASTX 

g3341443 

235 

2.0e-19 

115 

40 

(AJ223074) acid phosphatase [Glycine max] 
277865 

80Q11_1.R1011 
LIB3067-059-Q1-K1-D12 



Seq. No. 

Contig ID 
5 '-most EST 



277866 

80055_1.R1011 
cat700016040.rl 



Seq. No. 



277867 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



80058_1,R1011 

uC-zmflmol7013e02bl 

BLASTX 

g4200165 

229 

8.0e-19 

65 

69 

(Y16262) neutral invertase 



[Daucus carota] 



277868 

80058_2.R1011 

uC-zmflmol7159e06bl 

BLASTX 

g4200165 

196 

l.Oe-14 

56 

70 

{Y16262) neutral invertase [Daucus carota] 
277869 

80071__1.R1011 
uC-zmflb73106bl0al 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277870 

80077_1.R1011 
LIB3067-0 60-Q1-K1-C11 

277871 

80080_1.R1011 

qmh700030319.fl 

BLASTX 

g4115377 

610 

2.0e-63 

172 

66 

(AC005967) unknown protein [Arabidopsis thaliana] 
277872 

80090_1.R1011 
hbs701185945.hl 

277873 

80092^1. RlOll 

pmx700085892.hl 

BLASTX 

g3024021 

675 

4.0e-71 

143 

87 

INITIATION FACTOR 5A-4 (EIF-5A) {EIF-4D) 

>gi_2225883_dbj_BAA2087 8_ (AB004825) eukaryotic initiation 
factor 5A4 [Solanum tuberosum] 



38748 



® 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277874 

80105__1.R1011 

LIB3067-060-Q1-K1-F3 

BLASTX 

g2244867 

270 

l.Oe-23 

138 

39 

(Z97337) hydroxynitrile lyase [Arabidopsis thaliana] 
277875 

80115_1.R1011 

uC-zitiflb73070c02bl 

BLASTX 

g2829910 

205 

7,0e-16 

70 
51 

{AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277876 

80135_1.R1011 
LIB3a69-001-Ql-Kl-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277877 

80168_1,R1011 

LIB30 68-00 1-Q1-K1-D8 

BLASTN 

gl62876 

326 

O.Oe+00 

366 

97 

Bovine 2 ',3 '-cyclic nucleotide 3 ' -phosphodiesterase (CNP) 
mRNA, complete cds 



Seq. No. 

Contig ID 
5 '-most EST 



277878 

80179_1.R1011 
LIB3068-001-Q1-K1-E9 



Seq. No. 
Contig ID 
5 '-most EST 



277879 

80218_1.R1011 
LIB36-009-Q1-E1-A8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277880 

80233_1.R1011 

LIB3068-002-Q1-K1-F12 

BLASTX 

g4220491 

276 

4.0e-24 

153 
39 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277881 

80241_1.R1011 

LIB3068-002-Q1-K1-H10 

BLASTX 

g2316016 

227 

5.0e-40 

147 

56 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
277882 

80261_1.R1011 
fC-zmst700622762d4 



Seq. No. 

Contig ID 
5 '-most EST 



277883 

80277_1.R1011 
LIB3068-003-Q1-K1-G6 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277884 

80278_1.R1011 

tfd700574245.hl 

BLASTX 

gl66949 

575 

5.0e-59 

221 
51 

(M32885) cytochrome P-450LXXIA1 (cyp71Al) [Persea 
americana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277885 

80281_1.R1011 

LIB3068-003-Q1-K1-H12 

BLASTX 

g2183249 

521 

5.0e-53 
131 

76 

(AF002211) glutathione-S-transferase [Triticum aestivum] 
>gi__4185800 (AF109714) glutathione S-transf erase [Triticum 
aestivum] 

277886 

80282_1.R1011 

wyr700243577.hl 

BLASTX 

gl353193 

595 

l.Oe-112 

254 
85 

0-METHYLTRANSFERASE ZRP4 (OMT) >gi_542 18 6_pir JQ2268 

0-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) 0-methyltransf erase [Zea mays] 



38750 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277887 

80302_1.R1011 

LIB3136-008-Q1-K1-D7 

BLASTX 

g4432839 

334 

l.Oe-59 

259 
53 

(AC006283) unknown protein [Arabidopsis thaliana] 
277888 

80311_1.R1011 
uer700578102.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277889 

80315_1.R1011 

uC-zmroteosinte083f 05bl 

BLASTX 

g4063751 

896 

8.0e-97 

252 

69 

{AC005851) putative white protein [Arabidopsis thaliana] 
>gi_45104 09_gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

277890 

80330_1.R1011 

LIB3068-005-Q1-K1-C4 

BLASTX 

g2829879 

180 

6.0e-13 

149 
32 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
277891 

80332_1.R1011 

wen700334064.hl 

BLASTX 

g4467359 

659 

6.0e-76 

148 
95 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



277892 

80333_1.R1011 

uC-zmflb73171d04bl 

BLASTX 

g422029 



38751 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



735 

l.Oe-77 

250 
60 

transcription factor OBF3.2, ocs element -binding - maize 
>gi_297018_emb_CAA48904_ (X69152) ocs-element binding 
factor 3.2 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277893 

80333_2,R1011 

uC-zmflb73196f04bl 

BLASTX 

g497896 

226 

2.0e-18 

68 

71 

(D12921) transcription factor HBP-lb(cl) 
aestivum] 



[Triticum 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277894 

80333_3.R1011 

uC-zmflb73026g07bl 

BLASTX 

g497896 

233 

7,0e-21 

129 

51 

(D12921) transcription factor HBP-lb(cl) [Triticum 
aestivum] 

277895 

80333_6.R1011 

uC-zmflmol7023a04bl 

BLASTX 

g497896 

177 

8.0e-27 

168 

46 

(D12921) transcription factor HBP-lb(cl) [Triticum 
aestivum] 

277896 

80389_1.R1011 

LIB3068-006-Q1-K1-G12 

BLASTX 

gll73146 

795 

3.0e-85 

158 
99 

DNA-DIRECTED RNA POLYMERASE ALPHA CHAIN 

>gi_1363609_pir S58583 DNA-directed RNA polymerase (EC 

2.7T7.6) alpha chain - maize chloroplast 
>gi_902253_emb_CAA60317_ (X86563) RNA polymerase alpha 



38752 



subunit [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277897 

80394_1.R1011 

fwa700101661.hl 

BLASTX 

g3786324 

760 

8,0e-82 

286 

53 

(AB015139) chlorophyll a oxygenase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Contig ID 
5 '-most EST 



277898 

80394_2.R1011 
LIB3068-006-Q1-K1-H2 



Seq. No. 

Contig ID 
5 '-most EST 



277899 

80400_1.R1011 
LIB3068-007-Q1-K1-A9 



Seq. No. 
Contig ID 
5 '-most EST 



277900 

80404_1.R1011 
LIB3068-007-Q1-K1-C10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277901 

80408_1.R1011 

cyk700049389.fl 

BLASTX 

g2266666 

490 

2.0e-49 

111 

83 

(Y14202) hypothetical protein [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277902 

80421_1.R1011 

uC-zmflmol7217a07bl 

BLASTN 

g294844 

144 

3.0e-75 

270 
92 

Saccharum hybrid cultivar H65-7052 membrane protein mRNA, 
complete cds 



Seq. No. 

Contig ID 
5 '-most EST 



277903 

80428_1.R1011 
LIB3068-007-Q1-K1-G3 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



277904 

80430_1.R1011 

LIB3136-006-Q1-K1-E6 

BLASTX 



38753 



NCBI GI 


g3005931 


BLAST score 


630 


E value 


6.0e-66 


Match length 


145 


% identity 


81 


NCBI Description 


(AJ005016) ABC transporter [Komo sapiens] 


Seq. No. 


277905 


Contig ID 


80437 l.RlOll 


5 '-most EST 


uC-zmflb73195a08bl 


Method 


BLASTX 


NCBI GI 


g2961178 


BLAST score 


874 


E value 


3.0e-94 


Match length 


203 


% identity 


83 


NCBI Description 


(AF050675) GTP-binding protein [Oryza sativa] 


Seq. No. 


277906 


Contig ID 


80450 l.RlOll 


5 '-most EST 


uer700577710.hl 


Method 


BLASTX 


NCBI GI 


gl086225 


BLAST score 


331 


E value 


8.0e-31 


Match length 


128 


% identity 


52 


NCBI Description 


RING-finger protein (C- terminal) - Lotus japonicus 




>gi 558545 emb CAA85321 {Z36750) protein containing 




C— terminal RING-finger [Lotus japonicus] 




>gi 1771195 emb CAA70734 (Y09539) RING-finger protein 




[Lotus japonicus] 


Seq. No. 


277907 


Contig ID 


80464 l.RlOll 


5 '-most EST 


nbm700465925,hl 


Method 


BLASTX 


NCBI GI 


g3201680 


BLAST score 


143 


E value 


6. Oe-09 


Match length 


77 


% identity 


40 


NCBI Description 


(AF060941) extra-large G-protein [Arabidopsis thaliana 


Seq. No. 


277908 


Contig ID 


80468 l.RlOll 


5 '-most EST 


LIB3068-008-Q1-K1-D5 


Seq. No. 


277909 


Contig ID 


80471 l.RlOll 


5 '-most EST 


uC-zmflb73129gl0bl 


Seq. No. 


277910 


Contig ID 


80489 l.RlOll 


5 '-most EST 


gct701180257.hl 


Method 


BLASTX 


NCBI GI 


gl653216 



38754 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 



185 

l.Oe-13 

85 
51 

(D90911) hypothetical protein [Synechocystis sp. 



277911 

80494__1.R1011 

fdz701158919.h2 

BLASTX 

gl402878 

441 

l.Oe-43 

166 

49 

{X98130) unknown 



[Arabidopsis thaliana] 



277912 

80504_1.R1011 

uC- zmrot eos int e 0 4 9dl Obi 



Seq. No. 
Contig ID 
5 '-most EST 



277913 

80505_1.R1011 
LIB3068-009-Q1-K1-C10 



Seq. No. 
Contig ID 
5 '-most EST 



277914 

80509_1.R1011 
LIB3068-009-Q1-K1-C7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 ' -most EST 
Method 



277915 

80560_1.R1011 

LIB3068-011-Q1-K1-G12 

BLASTX 

gl871194 

165 

4.0e-ll 

99 

44 

{U90439) DNA binding protein isolog [Arabidopsis thaliana] 
>gi_2335092 (AC002339) putative DNA binding protein 
[Arabidopsis thaliana] 

277916 

80573_1.R1011 

uC-zmflb73011b06bl 

BLASTX 

g3080427 

788 

6.0e-84 

287 
47 

(AL022604) putative protein [Arabidopsis thaliana] 
277917 

80582_1.R1011 

LIB30 68-01 0-Q1-K1-G12 

BLASTX 



38755 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



gl762144 
220 

5.0e-25 

106 

53 

(U48435) putative cytochrome P450 [Solanum chacoense] 



277918 

80582_2.R1011 

uC-zmflb73257dl0b3 

BLASTX 

gl762144 

227 

5.0e-24 

105 

52 

(U48435) putative cytochrome P450 



[Solanum chacoense] 



277919 

80620_1.R1011 

LIB3068-011-Q1-K1-D12 

BLASTX 

g4567310 

227 

l.Oe-18 

59 
78 

{AC005956) unknown protein [Arabidopsis thaliana] 
277920 

80623_1.R1011 
LIB3068-011-Q1-K1-E10 



Seq. No. 
Contig ID 
5 '-most EST 



277921 

80624__1.R1011 
uC-zmflmol7 036e04b2 



Seq. No. 
Contig ID 
5 '-most EST 



277922 

80624_2.R1011 
LIB83-002-Q1-E1-C5 



Seq. No. 

Contig ID 
5 '-most EST 



277923 

80624_3.R1011 
uC-zmflb73298h09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277924 

80624_4.R1011 
wyr700236095.hl 

277925 

80638_1.R1011 

hbs701185225.hl 

BLASTX 

g464707 

154 

l.Oe-09 
42 



38756 



% identity 

NCBI Description 



69 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein SIB. A - Arabidopsis thaliana 

>gi_405613_einb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34 34 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 3434 5_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909__ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb__R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gT_4 538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



277926 

80675_1.R1011 
uC-zmroteosintell9h02b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277927 

80698_1.R1011 

LIB3068-012-Q1-K1-H1 

BLASTN 

gl2888 

317 

l.Oe-178 

328 

99 

Maize mitochondrial gene for cytochrome c oxidase subunit I 
(COX I) 



Seq. No. 

Contig ID 
5 '-most EST 



277928 

80709_1.R1011 

uC- zmf Imo 17259f06bl 



Seq. No. 
Contig ID 
5 '-most EST 



277929 

80717_1.R1011 
LIB3068-013-Q1-K1-B9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277930 

80744_1.R1011 

xyt700345322.hl 

BLASTX 

g3047065 

172 

5,0e-12 

75 

41 

(AF058825) contains similarity to human OS-9 precurosor 
(GB:U41635) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



277931 

80750_1.R1011 

LIB3068-013-Q1-K1-F9 

BLASTX 



38757 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2626753 
326 

2,0e-30 

99 

70 

(AB008782) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277932 

80754_1.R1011 

LIB3068-04 9-Q1-K1-F2 

BLASTX 

g3093294 

1127 

l.Oe-124 

319 
70 

(Y12782) putative villin [Arabidopsis thaliana] 
277933 

80756_1.R1011 
LIB3068-013-Q1-K1-G3 



Seq. No. 
Contig ID 
5 '-most EST 



277934 

80762_1,R1011 
xjt700096743.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277935 

80767_1.R1011 

LIB30 68-014-Q1-K1-A4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277936 

80779_1.R1011 

uC- zmf ImO 17205d05bl 

BLASTX 

g3219273 

642 

3.0e-71 

188 

72 

(AB015316) MAP kinase kinase 5 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277937 

80789_1.R1011 
LIB3068-014-Q1-K1-D8 



Seq. No. 

Contig ID 
5 '-most EST 



277938 

80795_1.R1011 
LIB3068-014-Q1-K1-E5 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277939 

80798_1.R1011 

LIB3068-035-Q1-K1-H2 

BLASTX 

g4220474 . 

581 

4 .Oe-60 
154 



38758 



% identity 

NCBI Description 



75 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaiiana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277940 

80809^1. RlOll 

uC-zmflB73021c03bl 

BLASTX 

g4426964 

285 

2.0e-25 

91 

59 

(AF126255) purple acid phosphatase precursor [Anchusa 
officinalis] 

277941 

80809__2.R1011 

uC-zmflmol7060hl0bl 

BLASTX 

g4160280 

168 

l.Oe-11 

47 
66 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
277942 

80821_1.R1011 

uC-zmflmol7242f04bl 

BLASTX 

g4580990 

202 

2,0e-15 

118 

35 

(AF120335) putative transposase [Arabidopsis thaiiana] 
277943 

80824_1.R1011 
rvt700552868.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



277944 

80824_2.R1011 
pmx700091569.hl 

277945 

80824_6.R1011 
cat700017340.rl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



277946 

80841_1.R1011 

cyk700049656.fl 

BLASTX 

g4220481 

368 

6.0e-35 



38759 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 
48 

(AC006069) 



unknown protein [Arabidopsis thaliana] 



277947 

80850_1.R1011 
uC-zmflb73003g07bl 

277948 

80866_1.R1011 

uC-zmflb73155hl0b2 

BLASTX 

g2224915 

345 

2.0e-32 

134 

54 

(U95968) beta-expansin [Oryza sativa] 
277949 

80866_2.R1011 

uwc700151790,hl 

BLASTX 

g2224915 

325 

4.0e-30 

125 

53 

(U95968) beta-expansin [Oryza sativa] 
277950 

80866_3.R1011 

LIB83-014-Q1-E1-H10 

BLASTN 

g4099918 

45 

4.0e-16 

77 

90 

Triticum aestivum pollen allergen homolog mRNA, complete 
cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277951 

80877_1.R1011 

vux700161418.hl 

BLASTX 

g3928091 

211 

l.Oe-16 

55 

69 

{AC005770) unknown protein [Arabidopsis thaliana] 
277952 

80877_2.R1011 
nbm700476180.hl 



38760 



Seq. No. 

Contig ID 
5 '-most EST 



277953 

80878__1,R1011 
uC-zmflB73004gl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



277954 

80883__1.R1011 
LIB3068-047-Q1-K1-B10 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



277955 

80888_1.R1011 
LIB3068-016-Q1-K1-A6 

277956 

80894_1.R1011 

LIB3068-016-Q1-K1-B11 

BLASTX 

g2739008 

153 

7.0e-10 

84 

39 

(AF022463) CYP78A3p [Glycine max] 
277957 

80925_1.R1011 

ceu700423091,hl 

BLASTX 

g4101589 

412 

3.0e-40 

133 

56 

(AF005050) aspartyl aminopeptidase [Homo sapiens] 
277958 

80927_1.R1011 

xjt700092585,hl 

BLASTX 

g3928091 

395 

9.0e-38 

118 

63 

(AC005770) unknown protein [Arabidopsis thaliana] 
277959 

80946_1.R1011 
LIB3068-016-Q1-K1-H10 

277960 

81026_1.R1011 
uC-2mflmol7204cl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



277961 

81026_2.R1011 
LIB3068-018-Q1-K1-E10 



38761 



11 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277962 

81036_1.R1011 

uC-zniflb73298d07al 

BLASTX 

g4558556 

396 

8.0e-38 

342 

34 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277963 

81041__1.R1011 
LIB3068-018-Q1-K1-H11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277964 

81046_1.R1011 

uC- zmf lb 7 3 11 6b llb2 

BLASTX 

gl002800 

384 

5.0e-37 

91 

74 

{U33917) Cpm7 [Craterostigma plantagineum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277965 

81046^2. RlOll 

LIB3068-038-Q1-K1-F11 

BLASTX 

gl002796 

147 

2.0e-09 

34 

71 

(U33915) CpmlO [Craterostigma plantagineum] 
277966 

81047_1.R1011 

nbm700466048.hl 

BLASTX 

g3047114 

577 

4.0e-59 

301 
42 

(AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



277967 

81055__1.R1011 
uC-zmflmol7 408a08al 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



277968 

81065_1.R1011 
uC-zmflb73174f 12al 
BLASTX 



38762 



# 



NCBI GI 


g3779024 


BLAST score 


176 


E value 


l.Oe-12 


Match length 


50 


% identity 


84 


NCBI Description 


(AC005171) unknown protein [Arabidopsis thai 


Seq. No. 


277969 


Contig ID 


81070 l.RlOll 


5 '-most EST 


uC-zmflmol7175a07bl 


Method 


BLASTX 


NCBI GI 


g2754818 


BLAST score 


185 


E value 


l.Oe-13 


Match length 


113 


% identity 


44 


NCBI Description 


(AF024615) (E) -B-farnesene synthase [Mentha 


Seq. No. 


277970 


Contig ID 


81070 2.R1011 


5 '-most EST 


uC-zmflmol7 320b07bl 


Seq. No. 


277971 


Contig ID 


81083 l.RlOll 


5 '-most EST 


LIB3068-019-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3024871 


BLAST score 


193 


E value 


2 .Oe-14 


Match length 


86 


% identity 


47 


NCBI Description 


HYPOTHETICAL 77.3 KD PROTEIN SLL0005 




>gi 1001579 dbj BAA10206 (D64000) ABCl-like 




sp . ] 


Seq. No. 


277972 


Contig ID 


81095 l.RlOll 


5 '-most EST 


LIB3068-020-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2232254 


BLAST score 


470 


E value 


4.0e-47 


Match length 


108 


% identity 


81 


NCBI Description 


(AF005237) old-yellow-enzyme homolog [Cathar 


Seq. No. 


277973 


Contig ID 


81119 l.RlOll 


5 ' -most EST 


rvl700455941.hl 


Method 


BLASTX 


NCBI GI 


g2811226 


BLAST score 


834 


E value 


l.Oe-112 


Match length 


280 


% identity 


73 


NCBI Description 


(AF042669) fimbrin 2 [Arabidopsis thaliana] 




(AF042671) fimbrin 2 [Arabidopsis thaliana] 



38763 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277974 

81140_1.R1011 

LIB3068-020-Q1-K1-H9 

BLASTN 

g4191760 

46 

l.Oe-16 

102 
86 

Genomic sequence for Arabidopsis thaliana BAG F17F8, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277975 

81174_1.R1011 

LIB30 68-02 1-Q1-K1-E12 

BLASTX 

g3335365 

458 

2.0e-45 

182 
55 

{AC003028) 
thaliana] 



high affinity calcium antiporter [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



277976 

81180__1.R1011 
LIB3068-021-Q1-K1-F2 



Seq. No. 
Contig ID 
5 '-most EST 



277977 

81190_1.R1011 
LIB3068-051-Q1-K1-C8 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277978 

81205_1.R1011 

uC-zmflmol7242f05bl 

BLASTN 

g4126518 

41 

l.Oe-13 

45 

98 

Setaria italica LINE retrotransposon, endonuclease region 
of FMLNl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277979 

81219_1.R1011 

LIB3068-022-Q1-K1-D9 

BLASTN 

g2062705 

36 

8.0e-ll 

36 

100 

Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 



277980 



38764 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



81244_1.R1011 

LIB3068-022-Q1-K1-H6 

BLASTX 

gl402878 

337 

l.Oe-31 
118 
59 ■ 

(X98130) unknown [Arabidopsis thaliana] 
277981 

81257_1.R1011 
uC-zmflmol704 6e03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277982 

81257^2. RlOll 

uC-zmflmol7202e06al 

BLASTN 

gl935910 

52 

3.0e-20 

124 

85 

Zea mays lethal leaf-spot 1 



(llsl) gene, partial cds 



Seq. No. 
Contig ID 
5 '-most EST 



277983 

81265_1.R1011 
ceu700431972.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277984 

81301_1.R1011 

LIB30 68-02 4-Q1-K1-A2 

BLASTX 

g4185499 

184 

l.Oe-13 

140 

34 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



277985 

81307_1.R1011 
nbm700469733.hl 



Seq. No. 
Contig ID 
5 '-most EST 



277986 

81308_1.R1011 

LIB30 68-02 4-Q1-K1-B8 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



277987 

81317_1.R1011 

LIB3068-024-Q1-K1-E10 

BLASTX 

g4651204 

262 



38765 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-22 

86 
57 

(AB026262) ring finger protein [Cicer arietinum] 
277988 

81341_1.R1011 

nbm700465007.hl 

BLASTX 

g2632254 

285 

3.0e-25 

59 

95 

(Y124 65) serine/threonine kinase [Sorghum bicolor] 
277989 

81364__1.R1011 

uC-zmflmol7320b07al 

BLASTN 

g22176 

38 

9.0e-12 

86 
86 

Z.mays P gene 
277990 

81364_2.R1011 

uC-zmflb73191f07bl 

BLASTX 

g3287832 

294 

9.0e-48 

283 
37 

(+) -DELTA-CADINENE SYNTHASE (D-CADINENE SYNTHASE) 
>gi_1843647 (U88318) (+ ) -delta-cadinene synthase [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



277991 

81364_3.R1011 

LIB3068-025-Q1-K1-E11 

BLASTX 

g4105135 

259 

2.0e-22 

124 

42 

(AF043299) vetispiradiene synthase 4 
277992 

81376_1.R1011 . 
uC-2mflb73177h05bl 



[Solanum tuberosum] 



Seq. No. 
Contig ID 



277993 

81377 l.RlOll 



38766 



II 



5 '-most EST 


LIB3068-025-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


A C A A A 

g454 4i74 


BLAST score 


152 


E value 


7.0e-10 


Match length 


78 


% identity 


44 


NCBI Description 


(AC006920) unknown protein [Arabidopsis 


Seq. No, 


277994 


Contig ID 


81398 l.RlOll 


5 '-most EST 


LIB30 68-02 6-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g22448 DO 


BLAST score 


195 


E value 


9.0e-15 


Match length 


130 


% identity 


43 


NCBI Description 


(Z97337) hypothetical protein [Arabidop 


Seq. No. 


277995 


Contig ID 


81412 l.RlOll 


5 ' -most EST 


vux700159513.hl 


Method 


BLASTX 


NCBI GI 


gll68654 


BLAST score 


376 


E value 


8.0e-36 


Match length 


91 


% identity 


71 


NCBI Description 


BETA-GALACTOSIDASE PRECURSOR (LACTASE) 



>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1.23) 

garden asparagus >gi_4527 12_emb_CAA54525_ {X77319) 
beta-galactosidase [Asparagus officinalis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277996 

81419__1.R1011 

ceu700433442.hl 

BLASTX 

g2832661 

311 

3.0e-28 

100 
60 

{AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277997 

81427_1.R1011 

LIB30 68-02 6-Ql-Kl-Gl 

BLASTX 

g4574141 

168 

6.0e-12 

41 

78 

(AF073698) cysteine synthase [Oryza sativa] 



38767 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



277998 

81453_1-R1011 
pmx700086310,hl 

277999 

81457__1,R1011 
hvj700624610.hl 

278000 

81467_1,R1011 
uC-zmroteosinte024f04bl 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No., 
Contig ID 
5 '-most EST 



278001 

81467_2,R1011 
uC-zmflb73220g04b2 

278002 

81472_1.R1011 

dyk700104406.hl 

BLASTX 

g4165025 

243 

4.0e-20 

113 

42 

(AF043611) zinc-finger protein MCG4 [Homo sapiens] 
278003 

81476_1.R1011 
uC-zmflb73094c05al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



278004 

81476_2.R1011 
LIB3068-027-Q1-K1-F7 

278005 

81490_1,R1011 
rvt700549362.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



278006 

81495_1.R1011 

LIB3068-028-Q1-K1-A7 

BLASTX 

g2290532 

638 

9.0e-67 

164 
72 

(U94748) ANll [Petunia x hybrida] 
278007 

81503_1.R1011 

afb700380813.hl 

BLASTX 

g3024500 

494 

5.0e-50 



38768 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 



107 
88 

RAS-RELATED PROTEIN RABllA >gi_1370142_emb_CAA98177 
[Z73949) RABllA [Lotus japonicus] 

278008 

81503_2.R1011 

LIB3069-034-Q1-K1-G10 

BLASTX 

g3024500 

293 

l.Oe-26 

65 

92 

RAS-RELATED PROTEIN RABllA >gi__137 0142_emb__CAA98 177 
(Z73949) RABllA [Lotus japonicus] 

278009 

81516^1. RlOll 
LIB3068-028-Q1-K1-G10 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



278010 

81516_3.R1011 
gct701173260.h2 

278011 

81518_1.R1011 
xsy700217393.hl 

278012 

81563_1.R1011 
uC-zmflmol7187c06bl 



Seq. No. 

Contig ID 
5 '-most EST 



278013 

81576_1.R1011 
LIB3068-030-Q1-K1-D10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



278014 

81582_1.R1011 

uC-zmflmol7305c04al 

BLASTX 

g4531444 

219 

l.Oe-17 

78 
60 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
278015 

81595_1.R1011 
LIB3068-030-Q1-K1-G7 

278016 

81599_1.R1011 
nbm700471557.hl 



Seq, No. 



278017 



38769 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81635_1.R1011 

vux700160411.hl 

BLASTX 

gll71771 

404 

3.0e-39 

129 
61 

NITRILASE 4 >gi_508737 (U09961) nitrilase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278018 

81638_1.R1011 
LIB3068-051-Q1-K1-H12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278019 

81679_1.R1011 

uC-zmflb7 3136g05bl 

BLASTX 

gl245372 

155 

9.0e-10 
177 

29 

(U50383) NN8-4AG [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



278020 

81685_1.R1011 
uC-zmflmol7109g06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278021 

81693_1.R1011 

LIB3068-033-Q1-K1-A2 

BLASTN 

g3821780 

36 

2.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278022 

81705_1.R1011 

uC-zmflb73195e01bl 

BLASTX 

g2791900 

896 

l.Oe-96 

257 
66 

(AJ000057) PP7 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



278023 

81711_1.R1011 

LIB3068-033-Q1-K1-D5 

BLASTX 

g4262147 



38770 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



325 

l.Oe-29 

128 
48 

(AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278024 

81711_2.R1011 
LIB3136-011-Q1-K1-H4 



Seq. No. 
Contig ID 
5 '-most EST 



278025 

81729_1.R1011 
LIB3068-033-Q1-K1-F9 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278026 

81759_1.R1011 

wty700171327.hl 

BLASTX 

g4455206 

170 

3.0e-12 

66 
47 

(AL035440), putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278027 

81760_1.R1011 
gct701173962.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278028 

81779_1.R1011 

LIB3068-037-Q1-K1-B3 

BLASTX 

g2642428 

143 

8,0e-09 

117 

33 

(AC002391) 
thaliana] 



unknown protein, 3' partial [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



278029 

81790_1.R1011 
uC-zmflb73064h07a2 



Seq. No. 
Contig ID 
5 '-most EST 



278030 

81797_1.R1011 
uC-zmflb73065f02bl 



Seq. No. 
Contig ID 
5 '-most EST 



278031 

81797_2.R1011 
uC-zmflmol7293ellbl 



Seq. No. 

Contig ID 



278032 

81808 l.RlOll 



38771 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



LIB3068-035-Q1-K1-A8 

BLASTX 

g3549652 

443 

6.0e-44 

98 
89 

(AJ224982) MAP3K epsilon protein kinase [Arabidopsis 
thaliana] 

278033 

81817_1.R1011 

LIB3068-035-Q1-K1-C1 

BLASTN 

g3821780 

36 

l.Oe-10 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
278034 

81831_1.R1011 

LIB3068-035-Q1-K1-D6 

BLASTX 

g4432832 

268 

2.0e-23 

145 

44 

(AC006283) similar to protein Htf9C [Arabidopsis thaliana] 
278035 

81835_1.R1011 
LIB3068-035-Q1-K1-E3 



Seq. No. 
Contig ID 
5 '-most EST 



278036 

81847_1.R1011 
uC-zmflb7 324 5e05b2 



Seq. No. 

Contig ID 
5 '-most EST 



278037 

81847_2.R1011 
LIB3068-035-Q1-K1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



278038 

81878_1,R1011 

uC-zmflb73063a04bl 

BLASTX 

g4559351 

255 

5.0e-27 

218 

38 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
278039 

81880 l.RlOll 



38772 



• 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3068-036-Q1-K1-C5 

BLASTX 

g2832677 

238 

8.0e-27 
123 
54 

(AL0217121 



hypothetical protein [Arabidopsis thaliana] 



278040 

81883_1.R1011 

ntr700072453.hl 

BLASTX 

gl076647 

337 

2.0e-31 

114 

55 

alcohol dehydrogenase 2 - garden petunia >gi_829592 
(U25536) alcohol dehydrogenase-2 [Petunia hybrida] 



O c CJ • LN U . 


Z. / O U *i X 


Contig ID 


81886 2.R1011 


5 '-most EST 


hbs701185442.hl 


O ^ . LN u> . 


^ / U U T 




OJ.OO_? J..r\J.W-L-L 




LTB3136-042-P1-K1-C6 




BLASTX 






BLAST score 


631 


E value 


l.Oe-65 


Match length 


167 


% identity 


71 


NCBI Description 


(AF055849) hypothetical ] 


Seq. No. 


278043 


Contig ID 


81895 l.RlOll 


5 '-most EST 


cjh700195687.hl 


Method 


BLASTN 


NCBI GI 


g3452291 


BLAST score 


381 


E value 


0. Oe+00 


Match length 


524 


% identity 


94 


NCBI Description 


Zea mays retrotransposon 


Seq, No. 


278044 


Contig ID 


81896 l.RlOll 


5 '-most EST 


uC- zmf Imol 72 4 2 a02bl 


Seq. No. 


278045 


Contig ID 


81907 l.RlOll 


5 '-most EST 


uC-zmflb73030b03bl 


Method 


BLASTX 


NCBI GI 


g3047114 


BLAST score 


323 



3 ' LTR, partial sequence 



38773 



E value 


2.0e-29 




Match length 


105 




% identity 


55 




NCBI Description 


(AF058919) No definition line found [Arabidopsis 


thaliana] 


Seq, No. 


278046 




Contig ID 


81917 l.RlOll 




5 '-most EST 


fdz701159849.hl 




Method 


BLASTX 




NCBI GI 


g600855 




BLAST score 


497 




E value 


3.0e-50 




Match length 


178 




% identity 


56 




NCBI Description 


(U17887) bZIP protein [Arabidopsis thaliana] 




Seq. No. 


278047 




Contig ID 


81923 l.RlOll 




5 '-most EST 


cjh700193721.hl 




Seq. No. 


278048 




Contig ID 


81930 l.RlOll 




5 '-most EST 


uC-zmflmol7201a01bl 




Seq. No. 


278049 




Contig ID 


81941 l.RlOll 




5 ' -most EST 


gct701176210.hl 




Seq. No. 


278050 




Contig ID 


81969 l.RlOll 




5 '-most EST 


LIB3068-038-Q1-K1-D10 




Method 


BLASTX 




NCBI GI 


g416564 




BLAST score 


276 




E value 


2,0e-24 




Match length 


88 




% identity 


66 




NCBI Description 


ABCISIC ACID-INDUCIBLE PROTEIN KINASE 






>gi 422013 pir A46408 abscisic acid-inducible 






serine/threonine protein kinase homolog - wheat 


(fragment) 




>gi_170664 {M94726) protein kinase [Triticum aestivum] 


Seq. No. 


278051 




Contig ID 


81979 1,R1011 




5 '-most EST 


uC-zmflb73326h07al 




Seq. No. 


278052 




Contig ID 


81990 l.RlOll 




5 '-most EST 


LIB3068-038-Q1-K1-F4 




Seq, No. 


278053 




Contig ID 


81994 l.RlOll 




5 '-most EST 


LIB3068-038-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


g4371280 




BLAST score 


476 




E value 


2.0e-47 





38774 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



149 
64 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
278054 

81994__2.R1011 
tfd700575025.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278055 

82016_1.R1011 

pmx700091636.hl 

BLASTX 

gl663648 

212 

5,0e-17 

94 

51 

(U75321) chromaffin granule ATPase II homolog [Mus 
mus cuius] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278056 

82020_1.R1011 

rvl700453736.hl 

BLASTX 

g3688187 

239 

9.0e-20 

187 

36 

(AL031804) putative protein [Arabidopsis thaliana] 
278057 

82026_1.R1011 

fC-zmst700335017a5 

BLASTX 

g4539455 

400 

8.0e-39 

122 
61 

(AL049500) T5C23.70 [Arabidopsis thaliana] 
278058 

82046_1.R1011 
LIB3068-039-Q1-K1-E7 



Seq. No. 
Contig ID 
5 ' -most EST 



278059 

82053_1.R1011 
xmt700264879.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278060 

82064_1.R1011 
uC-zmflb73201hl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



278061 

82082_1.R1011 
uC-zmroteosinte035g04b2 



38775 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278062 

82085_1.R1011 

uC-zirLflb73011el0bl 

BLASTX 

g2104679 

968 

O.Oe+00 

474 

72 

{X97906) transcription factor [Vicia faba] 



Seq. No, 
Contig ID 
5 '-most EST 



278063 

82089__1.R1011 
uC-zmflb73008d08al 



Seq. No. 
Contig ID 
5 '-most EST 



278064 

82091_1.R1011 
ceu700424038,hl 



Seq. No, 
Contig ID 
5 '-most EST 



278065 

82121_1.R1011 
wty700167044.hl 



Seq. No, 
Contig ID 
5 '-most EST 



278066 

82163_1.R1011 
wyr700242227.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278067 

82181_1.R1011 
LIB3068-043-Q1-K1-C1 



Seq. No. 
Contig ID 
5 '-most EST 



278068 

82203_1,R1011 
uC-zmflm017025bl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



278069 

82209_1.R1011 
LIB3068-043-Q1-K1-F7 



Seq. No. 
Contig ID 
5 '-most EST 



278070 

82229_1,R1011 
uC-zmflmol7198h09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278071 

82241_1.R1011 

LIB3068-044-Q1-K1-D1 

BLASTN 

gl777706 

61 

l.Oe-25 

179 
80 

Zea mays 18S ribosomal RNA gene, partial sequence 



Seq, No. 
Contig ID 



278072 

82250 l.RlOll 



38776 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wyr700239251.hl 

BLASTX 

g4006868 

324 

l.Oe-29 

310 
40 

(Z99707) putative protein [Arabidopsis thaliana] 
278073 

82253_1,R1011 

ceu700432262.hl 

BLASTX 

g2501572 

274 

4.0e-24 

164 
35 

LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 



Seq. No. 
Contig ID 
5 '-most EST 



278074 

82266_1.R1011 
uwc700154856.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278075 

82290_1.R1011 
uC-zmroteosinte093hllb2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278076 

82297_1.R1011 

uC-zmflmol7286gl0bl 

BLASTX 

gl68445 

503 

5.0e-51 

121 

82 

(L00973) acidic class I chitinase [Zea mays] 
278077 

82313__1.R1011 
LIB3068-04 6-Q1-K1-A1 



Seq. No. 

Contig ID 
5 '-most EST 



278078 

82328_1.R1011 
uC-zmroteosinte004el2bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



278079 

82328_2.R1011 
tfd700571085.hl 

278080 

82352_1,R1011 
uC-zmflb73039flObl 



Seq. No. 



278081 



38777 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



82355_1.R1011 
uC-zmflmol7242g07bl 



278082 

82358_1 

LIB3068 

BLASTX 

g433717 

284 

2.0e-25 

110 
50 

(AC0064 
gb__T041 
gb_R900 
gb_AA72 



.RlOll 

-047-Ql-Kl-All 



16) ESTs gb_T20589, gb_T04648, gb_AA597906, 

11, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 

04, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 

0210 come from this gene. [Arabidopsis thaliana] 



278083 

82358_2. RlOll 

wyr700238701.hl 

BLASTX 

g4337175 

145 

2.0e-09 

56 

54 

{AC006416) 
gb_T04111, 
gb_R90004, 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb__R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 



gb_AA720210 come from this gene. [Arabidopsis thaliana] 
278084 

82387_1, RlOll 
uC-zmflmol7153e09bl 
BLASTX 
g3297824 
214 

5.0e-17 

125 
45 

(AL031032) bZIP transcription factor-like protein 
[Arabidopsis thaliana] 

278085 

82391_1. RlOll 
uC-zmroteosinte039dllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278086 

82409_1. RlOll 

LIB30 68-04 8-Ql-Kl-All 

BLASTX 

g2660670 

400 

6.0e-39 

138 
54 

(AC002342) putative Cu2+-transporting ATPase 



[Arabidopsis 



38778 



thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



278087 

82426_1.R1011 

uC-zmrob7 3036g05bl 

BLASTX 

g4154352 

313 

2.0e-28 

171 

43 

(AF110333) PrMC3 [Pinus radiata] 
278088 

82432_1.R1011 

LIB30 69-02 8-Q1-K1-B2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278089 

82442_1.R1011 

uC-zmflb73019hl0bl 

BLASTX 

g4585991 

1055 

l.Oe-115 

332 
65 

[AC005287) very similar to mouse Dhml and Dhm2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278090 

82456_1.R1011 

LIB30 68-04 9-Ql-Kl-Al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278091 

82463_2.R1011 

nwy700443418,hl 

BLASTX 

g4263818 

211 

3.0e-17 

122 
38 

(AC006067) unknown protein [Arabidopsis thaliana] 
278092 

82474_1.R1011 

LIB3068-04 9-Q1-K1-C2 

BLASTX 

gl777312 

266 

4 .Oe-23 

84 
63 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 



278093 



38779 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82477^1. RlOll 

dyk700106939.hl 

BLASTX 

g2129516 

445 

l.Oe-69 

321 

48 

1-aminocyclopropane-l-carboxylate oxidase homolog (clone 
2A6) - Arabidopsis thaliana >gi_599622_emb__CAA58151_ 
(X83096) 2A6 [Arabidopsis thaliana] >gi_2809261 (AC002560) 
F21B7.30 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278094 

82495_1,R1011 

qmh700026311.fl 

BLASTX 

g4039152 

170 

6.0e-12 

36 
78 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi_4 325219_gb_AAD17303__ 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278095 

82495_2.R1011 

ntr700075048.hl 

BLASTX 

g4039152 

221 

6.0e-18 

52 
75 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi__4325219_gb_AAD17303_ 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278096 

82495_3.R1011 

LIB30 68-04 9-Q1-K1-F6 

BLASTX 

g4039152 

218 

l.Oe-17 

52 
73 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi_4325219_gb_AAD17303_ 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278097 

82503_1.R1011 
vux700160159.hl 



Seq. No. 



278098 



38780 





Contig ID 


82505 l.RlOll 




5 '-most EST 


fdz701164183.hl 




Seq. No. 


278099 




Contig ID 


82517 l.RlOll 




5 » -most EST 


LIB3068-050-Q1-K1-A7 




Seq. No. 


278100 




Contig ID 


82540 l.RlOll 




5 '-most EST 


uC-zmflb73404e09al 




Seq. No. 


278101 




Contig ID 


82540 2.R1011 




5 '-most EST 


xsy700214950.hl 




Seq. No. 


278102 




Contig ID 


82565 l.RlOll 




5 '-most EST 


LIB3068-051-Q1-K1-A1 




Method 


BLASTX 




NCBI GI 


gl351359 




BLAST score 


200 




E value 


l.Oe-15 




Match length 


42 




% identity 


79 




NCBI Description 


UBIQUINOL-CYTOCHROME 






(MITOCHONDRIAL HINGE 



C REDUCTASE COMPLEX 7 . 8 KD PROTEIN 

PROTEIN) (CR7) >gi_1071788_pir S48690 

ubiquinol—cytochrome-c reductase (EC 1.10.2.2) IIK protein 
- potato >gi_4 88712_emb_CAA558 60_ (X79273) 
ubiquinol--cytochrome c reductase [Solanum tuberosum] 



Seq. No. 

Contig ID 
5 '-most EST 



278103 

82566_1.R1011 
uC-zmflmol7283b08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278104 

82569_1.R1011 

LIB3068-051-Q1-K1-A6 

BLASTX 

g3885334 

733 

9.0e-78 

221 
62 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278105 

82573_1.R1011 

LIB3068-051-Q1-K1-B2 

BLASTX 

g4539660 

526 

l.Oe-53 

152 
67 

(AF061282) polyprotein [Sorghum bicolor] 



38781 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278106 

82579_1.R1011 

uC-zmflb73122cllb2 

BLASTX 

g3249105 

740 

2.0e-78 

274 

57 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABIl) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



278107 

82582_1.R1011 
uC-zmflb73301b03b2 



Seq. No, 
Contig ID 
5 '-most EST 



278108 

82597_1.R1011 
cat700016405.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278109 

82597_2.R1011 

ceu700428783.hl 

BLASTN 

g22430 

71 

2.0e-31 

111 

91 

Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A 



Seq. No. 

Contig ID 
5 '-most EST 



278110 

82597_4.R1011 
uC-zmflb731215f04al 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278111 

82627_1.R1011 

LIB30 68-05 9-Q1-K1-G7 

BLASTN 

g949979 

296 

l.Oe-166 

361 
95 

Z.mays Glossy2 locus DNA 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278112 

82631_1.R1011 

nbm700468386.hl 

BLASTX 

g4097585 

440 

2.0e-43 

170 

56 

{U64925) NTGP4 [Nicotiana tabacum] 



38782 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278113 

82631_3.R1011 

mwy700438149.hl 

BLASTX 

g4097585 

212 

5.0e-17 

76 

59 

(U64925) NTGP4 [Nicotiana tabacum] 
278114 

82632_1.R1011 

LIB3068-052-Q1-K1-B8 

BLASTX 

g899608 

1009 

l.Oe-110 

208 
26 

(U29158) polyubiquitin [Zea mays] 
278115 

82638_1.R1011 

LIB3068-052-Q1-K1-C3 

BLASTN 

g902200 

216 

l.Oe-118 

400 
97 

Z.mays complete chloroplast genome 
278116 

82639_1.R1011 

tzu700201316.hl 

BLASTX 

g4455159 

959 

l.Oe-104 

265 

67 

(AL021687) putative protein [Arabidopsis thaliana] 
278117 

82644_1.R1011 
LIB3068-052-Q1-K1-D10 



Seq. No. 

Contig ID 
5 '-most EST 



278118 

82680_1.R1011 
LIB3068-053-Q1-K1-A4 



Seq. No. 

Contig ID 
5 '-most EST 



278119 

82680_2.R1011 
tzu700202178.hl 



38783 



Seq. No. 
Contig ID 
5 '-most EST 



278120 

82680_5.R1011 
LIB3137-004-Q1-K1-G3 



Seq. No. 
Contig ID 
5 '-most EST 



278121 

82685_1.R1011 
LIB3068-053-Q1-K1-B2 



Seq. No. 

Contig ID 
5 '-most EST 



278122 

82689_1.R1011 
fwa700098075.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



278123 

82693^1. RlOll 

uC-zmflmol728 9f06bl 

BLASTX 

g4544412 

490 

5.0e-49 

328 
36 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
278124 

82717_1.R1011 
LIB3068-053-Q1-K1-F8 

278125 

82720_1.R1011 

LIB3068-053-Q1-K1-G11 

BLASTX 

g2293112 

183 

2.0e-13 

141 

34 

(Y10579) potassium channel [Vicia faba] 
278126 

82730_1.R1011 

wen700334796.hl 

BLASTX 

g2244754 

185 

2.0e-13 

185 
36 

(Z97335) heat shock transcription factor homolog 
[Arabidopsis thaliana] 

278127 

82731_1.R1011 

uwc700150788.hl 

BLASTX 

g4586021 

575 

3.0e-59 



38784 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



148 
74 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

278128 

82731_2.R1011 

pmx700085405.hl 

BLASTX 

g3309243 

504 

4.0e-51 

124 
78 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 

278129 

82754_1.R1011 
uC-zmrob73045b08al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



278130 

82766_1.R1011 
xjt700092241.hl 

278131 

82774_1.R1011 

uC-zmflb7 3300c06bl 

BLASTX 

g4538941 

671 

2.0e-70 

245 
58 

(AL049483) NPRl like protein [Arabidopsis thaliana] 
278132 

82786_1.R1011 
LIB3068-055-Q1-K1-B7 

278133 

82803_1.R1011 
LIB3068-055-Q1-K1-E7 

278134 

82804_1.R1011 

uC-zmflm017233f lObl 

BLASTX 

g4432864 

612 

2.0e-63 

242 

48 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
278135 

82807 l.RlOll 



38785 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3068-055-Q1-K1-F2 

BLASTX 

g4262241 

168 

l.Oe-11 

112 

42 

{AC006200) unknown protein [Arabidopsis thaliana] 
278136 

82822_1.R1011 

ceu700433425.hl 

BLASTX 

g2462911 

189 

l,0e-18 

76 

71 

{Z83832) UDP-glucose: sterol glucosyltransf erase [Avena 
sativa] 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



278137 

82840_1,R1011 
LIB3068-05 6-Q1-K1-E4 

278138 

82857__1.R1011 
LIB3068-057-Q1-K1-A6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278139 

82868_1.R1011 

hbs701185969.hl 

BLASTX 

g4100646 

234 

2.0e-19 

62 

71 

(AF001948) putative ubiquitin conjugating enzyme [Pinus 
resinosa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



278140 

82883_1.R1011 

uC-zmflb73194cl0b2 

BLASTX 

gl655536 

559 

2.0e-57 

195 

59 

(Y09095) chloride channel [Arabidopsis thaliana] 
>gi_1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 

278141 

82891_1.R1011 
pmx700087648,hl 



38786 



Method 


BLASTX 


NCBI GI 


g3834303 


BLAST score 


531 


E value 


8.0e-54 


Match length 


257 


% identity 


46 


NCBI Description 


(AC005679) F9K20.3 [Arabidops 


Seq. No. 


278142 


Contig ID 


82897 l.RlOll 


5 '-most EST 


LIB3068-057-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl4 91776 


BLAST score 


213 


E value 


5.0e-17 


Match length 


86 


% identity 


53 


NCBI Description 


(M37636) cationic peroxidase 


Seq, No. 


278143 


Contig ID 


82901 l.RlOll 


5 '-most EST 


LIB84-030-Q1-E1-B3 


Method 


BLASTX 


NCBI GI 


gl871194 


BLAST score 


356 


E value 


1 . Oe-33 


Match length 


112 


% identity 


59 


NCBI Description 


{U90439) DNA binding protein 




>gi 2335092 (AC002339) putati 




[Arabidopsis thaliana] 


Seq. No. 


278144 


Contig ID 


82901 2. RICH 


5 '-most EST 


tfd700573106.hl 


Method 


BLASTX 


NCBI GI 


gl871194 


BLAST score 


186 


E value 


1 . Oe-26 


Match length 


107 


% identity 


58 


NCBI Description 


(U90439) DNA binding protein 




>gi_2335092 (AC002339) putati 




[Arabidopsis thaliana] 


Seq. No. 


278145 


Contig ID 


82906 l.RlOll 


5 '-most EST 


uC-zmflmol7128b08bl 


Seq. No. 


278146 


Contig ID 


82906 2.R1011 


5 '-most EST 


nwy700447896.hl 


Seq. No. 


278147 


Contig ID 


82910 l.RlOll 


5 '-most EST 


LIB3068-058-Q1-K1-B1 



38787 



Seq. No. 


278148 


Contig ID 


82927 l.RlOll 


5 '-most EST 


uC-zmflmol7102b04al 


Seq. No. 


278149 


Contig ID 


82933 l.RlOll 


5 '-most EST 


uC-zmflMol7014c01bl 


Method 


BLASTX 


NCBI GI 


gl841464 


BLAST score 


369 


E value 


4.0e-35 


Match length 


98 


% identity 


39 


NCBI Description 


(Y11002) LIM-domain . 


Seq. No. 


278150 


Contig ID 


82945 l.RlOll 


5 '-most EST 


xmt700256837.hl 


Seq. No. 


278151 


Contig ID 


82953 l.RlOll 


5 '-most EST 


uC-zmflmol7180g06bl 


Seq. No* 


278152 


Contig ID 


82966 l.RlOll 


5 '-most EST 


LIB3136-040-P1-K1-G2 


Spa No 


278153 


Contig ID 


82973 l.RlOll 


5 '-most EST 


LIB3136-022-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2388571 


BLAST score 


584 


E value 


3.0e-60 


Match length 


213 


% identity 


55 


NCBI Description 


(AC000098) Strong si 




ATPER0X7A (gb X98321 




(U97 684) peroxidase 



[Arabidopsis thaliana] >gi_2738254 



Seq. No. 
Contig ID 
5 '-most EST 



278154 

82980_1.R1011 
LIB3068-059-Q1-K1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278155 

82989_1.R1011 

uC-zmflmol7339e06bl 

BLASTX 

gll72972 

676 

5.0e-71 

136 

96 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L16 

>gi_1363589_pir S58589 ribosomal protein L16 - maize 

chloroplast >gi_902259_emb_CAA60323_ (X86563) ribosomal 
protein L16 [Zea mays] 



38788 



Seq. No. 


278156 


Contig ID 


83000 l.RlOll 


5 '-most EST 


LIB3068-059-Q1-K1-F6 


Method 




NCBI GI 


g3821780 


BLAST score 


36 


E value 


2.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No, 


278157 


Contig ID 


83010 l.RlOll 


5 '-most EST 


LIB3068-059-Q1-K1-H10 


Metnou 


"Din CTiY 


NCBI GI 


g4415942 


BLAST score 


159 


E value 


l.Oe-10 


Match length 


95 


% identity 


40 


NCBI Description 


(AC006418) hypothetical protein [Arabidopsis 


Seq. No. 


278158 


Contig ID 


83013 l.RlOll 


5 '-most EST 


xsy700217594.hl 


Method 


BLASTX 


NCBI GI 


g4455159 


BLAST score 


574 


E value 


4 .Oe-59 


Match length 


158 


% identity 


71 


NCBI Description 


(AL021687) putative protein [Arabidopsis thai 


Seq. No. 


278159 


Contig ID 


83022 l.RlOll 


5 '-most EST 


xsy700213676.hl 


Seq. No. 


278160 


Contig ID 


83038 l.RlOll 


5 '-most EST 


uC-zmflmol7308hllbl 


Method 


BLASTX 


NCBI GI 


g3128217 


BLAST score 


399 


E value 


l.Oe-38 


Match length 


151 


% identity 


58 


NCBI Description 


[AC004 077) hypothetical protein [Arabidopsis 




>gi_3337374 (AC004481) hypothetical protein [ 




thaliana] 


Seq. No. 


278161 


Contig ID 


83052 l.RlOll 


5 '-most EST 


LIB36-005-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


gl346867 


BLAST score 


161 



38789 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-10 

34 

100 

PHOTOSYSTEM II REACTION CENTRE M PROTEIN 

>gi_1363583_pir S58540 photosystem II protein psbM - maize 

chloroplast >gi_902210_emb_CAA60274_ (X86563) PSII low MW 
protein [Zea mays] 

278162 

83064_1.R1011 
cyk700050166.fl 

278163 

83066_1.R1011 

uC-zmflb73060f07bl 

BLASTX 

g2213643 

571 

l.Oe-79 

188 
80 

(U57338) glossyl homolog [Oryza sativa] 
278164 

83068_1.R1011 

LIB3068-060-Q1-K1-G8 

BLASTX 

g3402705 

275 

4.0e-24 

66 
70 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
278165 

83071__1.R1011 

LIB3068-060-Q1-K1-H10 

BLASTX 

g3402711 

256 

8.0e-22 

116 
42 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278166 

83075_1.R1011 
LIB3068-060-Q1-K1-H8 



Seq. No. 

Contig ID 
5 '-most EST 



278167 

83086_1.R1011 
uC-zmflb73196b05bl 



Seq. No. 
Contig ID 
5 '-most EST 



278168 

83092_1.R1011 
xjt700092462.hl 



38790 



Seq. No. 
Contig ID 
5 '-most EST 



278169 

83127_1.R1011 
uwc700149803.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278170 

83131_1.R1011 
LIB3068-062-Q1-K1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278171 

83133^1. RlOll 

uC-zmflm017214b08bl 

BLASTX 

g4056460 

260 

6.0e-22 

165 

40 

(AC005990) Contains similarity to gb__L26505 Met30p from 
Saccharomyces cerevisiae. ESTs gb_F14133, gb_T4 6217, 
gb_AA4 04758 and gb__Z37 647 come from this gene. [Arabidopsis 
thaliana] 

278172 

83146_1.R1011 

gct701176323.hl 

BLASTX 

g4538979 

332 

8.0e-31 

128 
46 

(AL049487) putative protein [Arabidopsis thaliana] 
278173 

83146__2.R1011 
uC-zmflb73207e05bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278174 

83152__1.R1011 
LIB3068-062-Q1-K1-E10 

278175 

83156_1.R1011 
LIB3068-062-Q1-K1-E7 



.RlOll 

-001-Q1-K1-A12 



278176 
83176_1. 
LIB3069- 
BLASTX 
g3193284 
426 

8.0e-42 

157 

54 

(AF069298) No definition line found [Arabidopsis thaliana] 



38791 



® 



Seq. No. 
Contig ID 
5 '-most EST 



278177 

83180_1.R1011 
uC-zmflb7 334 4a03a2 



Seq. No. 
Contig ID 
5 '-most EST 



278178 

83180__2.R1011 
LIB3136-005-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



278179 

83180_3.R1011 
uC-zmflb73256el0bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



278180 

83181_1.R1011 
LIB3069-001-Q1-K1-A8 

278181 

83190_1.R1011 
dyk700103293.hl 

278182 

83193_1.R1011 

ntr700076345.hl 

BLASTX 

g2880043 

398 

3.0e-38 

252 
36 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

278183 

83195_1,R1011 

ceu700423940.hl 

BLASTX 

g2842744 

298 

5.0e-27 

70 
74 

ENHANCER OF RUDIMENTARY HOMOLOG >gi_1595812 (U67398) 
enhancer of rudimentary homolog ATER [Arabidopsis thaliana] 

278184 

83206_1.R1011 
LIB3069-001-Q1-K1-D4 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



278185 

83214_1.R1011 

uC-zmflb73144d06bl 

BLASTX 

g2565011 

258 

4.0e-22 

179 

32 



38792 



NCBI Description 



(AC002983) putative MuDR-A-like transposon protein 
[Arabidopsis thaliana] 



Seq. No- 

Contig ID 
5 » -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278186 

83221_1.R1011 
uC-zmflb73262h01a2 

278187 

83221__2.R1011 
uC-zmflb73410hl2al 

278188 

83227_1.R1011 

LIB3069-001-Q1-K1-F3 

BLASTX 

g3273196 

231 

4.0e-19 

103 

47 

(AB010915) responce regulatorl [Arabidopsis thaliana] 
>gi_3323583 (AF057282) two-component response regulator 
homolog [Arabidopsis thaliana] >gi_3953597__dbj_BAA3472 6_ 
(AB008487) response regulator 4 [Arabidopsis thaliana] 

278189 

83231_1.R1011 

uC-zmflB73047bl2bl 

BLASTX 

gl076414 

480 

2.0e-48 

134 
69 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963__ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

278190 

83232_1.R1011 
uC-2mflmol7404cllal 

278191 

83234_1.R1011 
LIB3069-001-Q1-K1-G1 

278192 

83238_1.R1011 

LIB3069-001-Q1-K1-G2 

BLASTX 

g2982455 

165 

2.0e-ll 

38 

74 

(AL022223) putative uracil phosphoribosyl transferase 
[Arabidopsis thaliana] 



38793 



Seq. No. 


278193 


Contig ID 


83241 l.RlOll 


5 '-most EST 


LIB3069-001-Q1-K1-G5 


Seq, No. 


278194 


Contig ID 


83246 l.RlOll 


5 '-most EST 


LIB3069-001-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3075391 


BLAST score 


164 


E value 


4.0e-ll 


Match length 


74 


% identity 


53 


NCBI Description 


(AGO 04484) unknown p 


Seq. No. 


278195 


Contig ID 


83250 l.RlOll 


5 '-most EST 


rvt700551237.hl 


Method 


BLASTX 


NCBI GI 


g2673906 


BLAST score 


495 


E value 


7.0e-50 


Match length 


116 


% identity 


76 


NCBI Description 


(AC002561) putative 



[Arabidopsis- thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278196 

83252_1.R1011 

fwa700101928.hl 

BLASTX 

g2098713 

691 

7.0e-73 

194 

67 

(U82977) pectinesterase [Citrus sinensis] 



Seq. No. 

Contig ID 
5 '-most EST 



278197 

83267_1.R1011 
uC-zniflmol7127cllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278198 

83273_1.R1011 

LIB3069-002-Q1-K1-B8 

BLASTX 

g4335754 

1041 

l.Oe-113 

270 

68 

(AC0"06284) putative acid phophatase (contains 
metallo-phosphoesterase motif, prosite: QDOC50185) 
[Arabidopsis thaliana] 



Seq. No. 



278199 



38794 



Contig ID 
5 '-most EST 



83277_1.R1011 
cat700019847.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



278200 

83280_1.R1011 

uC-zmroteosinte011e07bl 

BLASTX 

g4325370 

507 

9.0e-82 

198 

73 

(AF128396) 
activator 



similar to human phosphotyrosyl phosphatase 
PTPA (GB:X73478) [Arabidopsis thaliana] 



278201 

83291_1.R1011 
L'lB3069-002-Ql-Kl-D3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278202 

83307_1.R1011 

uC-zmflmol7342allbl 

BLASTX 

g2829887 

934 

l.Oe-101 

369 
54 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
278203 

83308_1.R1011 

LIB30 69-002-Q1-K1-E9 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



278204 

83309_1.R1011 
fd2701164319.hl 

278205 

83313_1.R1011 

pwr700450868,hl 

BLASTX 

g4586107 

347 

l.Oe-32 

131 

15 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 

278206 

83319_1.R1011 

LIB3069-002-Q1-K1-G10 

BLASTX 

g3522939 

265 

l.Oe-28 



38795 



Match length 

% identity 

NCBI Description 



78 
82 

(AC004411) putative squamosa -promoter binding protein 
[Arabidopsis thaliana] 





Seq. No. 


278207 




Contig ID 


83334 l.RlOll 




5* -most EST 


LIB3069-025-Q1-K1-G6 




Method 


BLASTX 




NCBI GI 


g4235644 




BLAST score 


468 




E value 


l.Oe-46 




Match length 


211 




% identity 


45 




NCBI Description 


(AF119040) polyprotein 




Seq. No. 


278208 




Contig ID 


83338 l.RlOll 




5 '-most EST 


LIB3069-002-Q1-K1-H9 




Method 


BLASTX 




NCBI GI 


g4539335 




BLAST score 


330 


W 


E value 


2.0e-30 


4^ 


Match length 


91 


f4 


% identity 


58 




NCBI Description 


(AL035539) putative pr 


y ^ 


Seq. No. 


278209 




Contig ID 


83339 l.RlOll 




5 '-most EST 


uC-zmflb7317 3g03bl 




Method 


BLASTX 




NCBI GI 


g584867 




BLAST score 


302 




E value 


5.0e-27 




Match length 


93 




% identity 


56 




NCBI Description 


CYTOCHROME P450 77A2 ( 






>gi 481959 pir S40266 






>gi 542071 pir S41598 






>gi"~4 3824 l~emb~CAA5 064 






melongena] 




Seq. No. 


278210 




Contig ID 


83347 l.RlOll 




5 '-most EST 


LIB3069-003-Q1-K1-B1 




Seq. No. 


278211 




Contig ID 


83378 l.RlOll 




5 '-most EST 


uC-zmroB73017c09bl 




Method 


BLASTX 




NCBI GI 


gl619602 




BLAST score 


373 




E value 


l.Oe-35 




Match length 


98 




% identity 


67 



[Lycopersicon esculentum] 



CYPLXXVI IA2 ) ( P- 4 5 0EG5 ) 
gene CYP77A2 protein - eggplant 
cytochrome P450 77A2 - eggplant 
6 (X71655) CYP77A2 [Solanum 



NCBI Description (Y08726) MtN3 [Medicago truncatula] 



38796 



Seq. No. 


278212 


Contig ID 


83388 l.RlOll 


5 '-most EST 


wty700173028.hl 


Method 


BLASTX 


NCBI GI 


g3327240 


BLAST score 


358 


E value 


9, Oe-34 


Match length 


98 


% identity 


74 


NCBI Description 


(AB016071) homeobox gene [Oryza sativa] 


Seq. No. 


278213 


Contig ID 


83388 2.R1011 


5 '-most EST 


uC-zmflmol7132g02al 


Method 


BLASTN 


NCBI GI 


gl008878 


BLAST score 


235 


E value 


l.Oe-129 


Match length 


349 


% identity 


93 


NCBI Description 


Zea mays RSI mRNA, complete cds 


Seq. No. 


278214 


Contig ID 


83389 l.RlOll 


5 '-most EST 


LIB3069-003-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2388963 


BLAST score 


174 


P. 1 nf^ 


4 . Oe-12 


Mstpht l^ncrth 


127 


2- -i Hpn1~ "i t V 


31 


NCBI Description 


(Z98979) hypothetical protein [Schizosaccharomyce 


Seq. No. 


278215 


Contig ID 


83394 l.RlOll 


5 '-most EST 


uC-zmflMol7084b02bl 


Method 


BLASTX 


NCBI GI 


g4583431 


BLAST score 


443 


E value 


8.0e-44 


Match length 


82 


% identity 


100 


NCBI Description 


(AF126489) rough sheath2 protein [Zea mays] 


Seq. No. 


278216 


Contig ID 


83406 l.RlOll 


5 ' -most EST 


LIB3069-003-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3056602 


BLAST score 


367 


E value 


5.0e-35 


Match length 


121 


% identity 


55 


NCBI Description 


(AC004255) T1F9.23 [Arabidopsis thaliana] 


Seq. No. 


278217 


Contig ID 


83408_1.R1011 



38797 



5 '-most EST 



LIB3069-003-Q1-K1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278218 

83427_1.R1011 

uC-zmflb73129f07bl 

BLASTX 

g2286123 

159 

2,0e-10 

69 

43 

(U95607) testis specific DNAj-homolog [Mus musculus] 



Seq, No. 
Contig ID 
5 '-most EST 



278219 

83430_1.R1011 
LIB3069-004-Q1-K1-B7 



Seq. No, 
Contig ID 
5 '-most EST 



278220 

83432__1.R1011 
LIB3069-004-Q1-K1-B9 



Seq. No. 
Contig ID 
5 '-most EST 



278221 

83447_1.R1011 
gwl700613389.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278222 

83451_1.R1011 

cyk700051741.fl 

BLASTX 

gl354849 

379 

2.0e-36 

148 

51 

(U57350) epoxide hydrolase [Nicotiana tabacum] 
278223 

83456_1.R1011 

uC-zmflmol7164g02bl 

BLASTX 

g4126960 

152 

7.0e-10 

77 

40 

(AB017482) retinal oxidase/aldehyde oxidase [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278224 

83463_1.R1011 

LIB3069-004-Q1-K1-E8 

BLASTX 

g2760328 

417 

8.0e-41 

117 

63 

(AC002130) F1N21.13 [Arabidopsis thaliana] 



38798 



Seq. No. 

Contig ID 
5 '-most EST 



278225 

83466_1.R1011 
nbm700474892.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



278226 

83467_1.R1011 
uC-zmflb73186e05al 

278227 

83486_1.R1011 

LIB3069-004-Q1-K1-H10 

BLASTX 

g3152606 

257 

4.0e-22 

56 

80 

(AC004482) putative ring zinc finger protein [Arabidopsis 
thaliana] 

278228 

83488_1.R1011 
nbm700471369.hl 

278229 

83499_1.R1011 

LIB3136-027-P1-K1-F5 

BLASTX 

g3643604 

197 

4.0e-15 

80 
49 

(AC005395) receptor-like protein kinase [Arabidopsis 
thaliana] 

278230 

83510__1.R1011 
LIB3069-005-Q1-K1-B3 

278231 

83510_2.R1011 
pmx700091840.hl 

278232 

83511^1. RlOll 
LIB3069-005-Q1-K1-B4 



278233 

83513_1.R1G11 

LIB3069-005-Q1-K1-B6 

BLASTX 

gll68263 

324 

5.0e-30 
149 



38799 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21 

ATP-BINDING CASSETTE TRANSPORTER 2 >gi_1082239_pir^ B5477^ 

ATP binding cassette transporter ABC2 - human (fragment) 
>gi_495259_emb_CAA53531_ (X75927) abc2 [Mus musculus] 

278234 

83523_1.R1011 

vux700158166.hl 

BLASTN 

g22123 

60 

5.0e-25 
64 

49 

Maize alcohol dehydrogenase 1 gene (Adhl-lS) 
278235 

83534_1.R1011 

xsy700208831.hl 

BLASTX 

g2392895 

272 

3.0e-33 

147 
50 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



278236 

83544_1.R1011 

uC-zmroteosinte058c06b2 

BLASTX 

g2104689 

210 

8.0e-29 

246 

34 

{U92793) alpha glucosidase II, alpha subunit 



[Mus musculus] 



278237 

83571_1.R1011 

ymt700224449.hl 

BLASTX 

gl871184 

253 

l.Oe-21 

128 
41 

{U90439) unknown protein [Arabidopsis thaliana] 
278238 

83572_1.R1011 

LIB3069-005-Q1-K1-H3 

BLASTX 

g4191791 

326 

3.0e-30 



38800 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



74 
77 

{AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

278239 

83581__1.R1011 
LIB3069-006-Q1-K1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



278240 

83585_1.R1011 
LIB3069-006-Q1-K1-A4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278241 

83587_1.R1011 

uC- zmf Imol 7 1 9 9b 0 9bl 

BLASTX 

g4371285 

334 

7.0e-31 

134 

53 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
278242 

83587_2.R1011 

uC-zmroteosinte093ellb2 

BLASTX 

g4371285 

564 

l.Oe-57 

172 
62 

{AC006260) hypothetical protein [Arabidopsis thaliana] 
278243 

83587_3.R1011 

LIB3069-006-Q1-K1-A7 

BLASTX 

g4371285 

517 

l.Oe-52 

174 
58 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
278244 

83596_1.R1011 
uC-zmroB7 3017fl0bl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



278245 

83606_1.R1011 

LIB30 69-00 6-Q1-K1-C5 

278246 

83621_1.R1011 
uC-zmflmol7021g08bl 



38801 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g3935183 

542 

4.0e-55 

264 
44 

(AC004557) 



F17L21.26 [Arabidopsis thaliana] 



278247 

83626_1.R1011 
ymt700224348.hl 

278248 

83634_1.R1011 
LIB3069-006-Q1-K1-F5 



Seq. No. 
Contig ID 
5 '-most EST 



278249 

83634_2.R1011 
tfd700575850.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278250 

83641_1.R1011 

LIB30 69-006-Q1-K1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278251 

83645__1.R1011 

uC-zmflb73365e05al 

BLASTX 

g2583121 

168 

2.0e-ll 

45 

67 

{AC002387) putative phosphotransferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278252 

83649_1.R1011 
LIB3069-006-Q1-K1-H1 



Seq. No. 
Contig ID 
5 '-most EST 



278253 

83650_1.R1011 
uC-zmflmol7102d04al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



278254 

83664_1.R1011 
LIB3069-008-Q1-K1-A3 

278255 

83670_1.R1011 
vqh700053145.rl 

278256 

83674_1.R1011 

LIB3069-008-Q1-K1-B3 

BLASTX 

gll69735 



38802 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



614 

7.0e-64 

196 

63 

FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) (RAPAMYCIN TARGET 

PROTEIN) >gi__2135120_pir S45340 FKBP-rapamycin-associated 

protein (FRAP) - hioman >gi_508482 (L34075) FKBP-rapamycin 
associated protein [Homo sapiens] 

278257 

83676_1,R1011 
LIB3069-008-Q1-K1-B5 



Seq. No. 

Contig ID 
5 '-most EST 



278258 

83691_1.R1011 
uC-zmflmol7075a07b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278259 

83711_1.R1011 

uC-zmflb73349b04a2 

BLASTX 

g2632252 

900 

4.0e-97 

270 
64 

(Y12464) serine/threonine kinase [Sorghum bicolor] 
278260 

83711_2.R1011 

uC-zmroB73013h05bl 

BLASTX 

g2632254 

313 

6.0e-29 

85 
65 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
278261 

83716_1.R1011 
uC-zmflmol70112c06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278262 

83736_1.R1011 

wty700170869.hl 

BLASTX 

g2947063 

671 

3.0e-70 

306 

46 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



278263 

83750 l.RlOll 



38803 



5 '-most EST 



uC-zmflb73117c08b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278264 

83768_1.R1011 

LIB3069-009-Q1-K1-D6 

BLASTX 

g4160294 

520 

l.Oe-52 

160 
59 

(Y18 644) raethyltransferase-like protein 1 



[Mus musculus] 



Seq. No. 

Contig ID 
5 '-most EST 



278265 

83771_1.R1011 
LIB3069-009-Q1-K1-E1 



Seq. No. 

Contig ID 
5 '-most EST 



278266 

83778_1.R1011 

LIB30 69-00 9-Q1-K1-E7 



Seq. No. 
Contig ID 
5 '-most EST 



278267 

83795_2.R1011 
ceu700422576.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278268 

83798_1.R1011 

uC-zmflb73075fl0al 

BLASTX 

g3924594 

150 

l.Oe-09 

61 

56 

(AF069442) putative ribonucleoprotein [Arabidopsis 
thaliana] >gi_4262139_gb_AAD14 439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278269 

83809_1,R1011 
uC-zmflmol7295c03bl 



Seq. No. 
Contig ID 
5 '-most EST 



278270 

83811_1.R1011 
LIB3069-009-Q1-K1-HC 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278271 

83812^1. RlOll 

LIB30 69-010-Q1-K1-A1 

BLASTX 

g2231149 

980 

l.Oe-106 

255 
80 

{L81152) integral membrane protein [Oryza sativa] 



38804 



Seq. No. 
Contig ID 
5 '-most EST 



278272 

83836_1.R1011 
uC-zmflinol708 6cl2al 



Seq. No. 
Contig ID 
5 '-most EST 



278273 

83866_1.R1011 
LIB3069-010-Q1-K1-G12 



Seq. No. 
Contig ID 
5 '-most EST 



278274 

83889__1.R1011 
hbs701185342.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278275 

83918_1.R1011 
LIB3069-019-Q1-K1-C5 



Seq. No. 

Contig ID 
5 '-most EST 



278276 

83925_1.R1011 
LIB3069-011-Q1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



278277 

83933_1.R1011 

xmt700262705.hl 

BLASTX 

g2829911 

244 

7.0e-43 

147 

65 

(AC002291) Unknown protein [Arabidopsis thaliana] 
278278 

83933__2.R1011 

uC-zmflb73404a02al 

BLASTX 

g2829911 

244 

l.Oe-20 

65 

71 

(AC002291) Unknown protein [Arabidopsis thaliana] 
278279 

83969_1.R1011 

xdb700339388.hl 

BLASTX 

g3600049 

304 

l.Oe-27 

78 
73 

(AF080120) similar to initiation factor IF2-beta [Pfam 
GTP_EFTU.hmm, score: 226.67) [Arabidopsis thaliana] 

278280 

83980_1.R1011 
LIB3Q69-044-Q1-K1-D12 



38805 



/ 



Seq. No. 
Contig ID 
5 '-most EST 



278281 

83989_1.R1011 
uC-zmflb73271a08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278282 

83993__1.R1011 

LIB3136-018-Q1-K1-D3 

BLASTX 

gl363749 

171 

l.Oe-11 

135 
33 

probable membrane protein YLR418c - yeast (Saccharomyces 
cerevisiae) >gi_632679 (U20162) Cdc73p [Saccharomyces 
cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



278283 

83994_1.R1011 

LIB3069-012-Q1-K1-C12 

BLASTX 

gl899060 

191 

2.0e-14 

84 
43 

(U79669) endosperm C-24 sterol methyltransf erase [Zea mays] 
278284 

84009_1.R1011 
LIB3069-012-Q1-K1-D8 

278285 

84023_1.R1011 
uC-zmroteosintell6a09b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278286 

84025_1.R1011 

uC-zmflMol7064el0bl 

BLASTX 

g2651303 

1547 

l.Oe-173 

500 
63 

(AC002336) 
thaliana] 



putative potassium transporter [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



278287 

84034_1.R1011 

uC-zmroteosinte036el2bl 

BLASTX 

g2462745 

439 

5.0e-75 

224 



38806 



% identity 57 

NCBI Description {AC002292) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



278288 

84041_1.R1011 
uC-zmroteosinte004e03bl 

278289 

84053_1.R1011 
LIB3069-014-Q1-K1-A12 

278290 

84061_1.R1011 
LIB3069-014-Q1-K1-A9 

278291 

84064_1.R1011 
LIB3069-014-Q1-K1-B11 

278292 

84065__1.R1011 
LIB3069-014-Q1-K1-B12 

278293 

84074_1.R1011 
LIB3069-013-Q1-K1-C11 

278294 

84075_1.R1011 
LIB3069-014-Q1-K1-C12 

278295 

84082_1.R1011 
LIB3069-014-Q1-K1-C9 

278296 

84083_1.R1011 
LIB3069-013-Q1-K1-D1 

278297 

84085_1.R1011 
LIB3069-014-Q1-K1-D12 

278298 

84102__1.R1011 
LIB3069-013-Q1-K1-E7 

278299 

84104_1.R1011 
LIB3069-014-Q1-K1-E9 

278300 

84106^1. RlOll 
LIB3069-014-Q1-K1-E11 

278301 

84107 l.RlOll 



38807 



5 '-most EST 



LIB3069-014-Q1-K1-F12 



Seq. No. 
Contig ID 
5 '-most EST 



278302 

84118_1.R1011 
LIB3069-014-Q1-K1-G11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



278303 

84129_2.R1011 

LIB3069-013-Q1-K1-H10 

BLASTX 

g66009 

156 

2.0e-10 

83 
45 

glyceraldehyde-3 -phosphate dehydrogenase 
cytosolic - maize >gi__22238_emb_C7VA30151_ 
(AA 1-337) [Zea mays] 

278304 

84130_1.R1011 

LIB30 69-014-Q1-K1-H10 



(EC 1.2.1.12) C, 

(X07156) GADPH 



Seq. No. 
Contig ID 
5 '-most EST 



278305 

84138_1.R1011 
LIB3069-014-Q1-K1-H9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



278306 

84184_1.R1G11 
LIB3069-015-Q1-K1-B3 

278307 

84185_1.R1011 

mwy700440003.hl 

BLASTX 

gl708191 

291 

2.0e-26 

110 

55 

HEXOSE CARRIER PROTEIN HEX6 >gi_4 67319 
carrier protein [Ricinus communis] 

278308 

84190_1.R1011 
LIB3069-015-Q1-K1-C1 



(L08188) hexose 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278309 

84209_1.R1011 

uC-zmflb73167c05al 

BLASTX 

g399026 

554 

l.Oe-56 

213 
50 

ALLIIN LYASE PRECURSOR 



(ALLIINASE) (CYSTEINE SULPHOXIDE 



38808 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LYASE) >gi_419807_pir S29300 alliin lyase (EC 4.4.1.4) 

precursor - shallot (fragment) >gi_1594 6_emfo_CAA7 82 66_ 
(Z12620} precursor alliinase [Allium ascalonicum] 

278310 

84210_1.R1011 

xsy700213688.hl 

BLASTX 

g2501494 

397 

2.0e-38 

206 

45 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 

3-0-GLUCOSYLTRANSFERASE 5) >gi_542015_pir S41951 

UTP-glucose glucosyltransf erase - cassava 
>gi_4 5324 9_emb_CAA54 612_ (X77462) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

278311 

84217__1.R1011 

vmj700053727.rl 

BLASTX 

g3806098 

714 

3,0e-75 

276 

54 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 

278312 

84249_1.R1011 

ymt700218807.hl 

BLASTX 

g2129559 

1534 

l.Oe-171 

521 

56 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi_1022807 {U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1 , 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278313 

84249_3.R1011 

fC-zmle700429868f2 

BLASTX 

g2190558 

297 

l.Oe-28 

122 

52 

(AC001229) F5I14.14 



[Arabidopsis thaliana] 



38809 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5^ -most EST 



278314 

84260_1.R1011 
LIB3069-016-Q1-K1-B1 

278315 

84266__1.R1011 
LIB3069-016-Q1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



278316 

84285_1.R1011 
ceu700423145.hl 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 » -most EST 



278317 

84307_1.R1011 

uC-zmroteosinte004ellbl 

BLASTX 

g2213594 

1058 

l.Oe-115 

300 

66 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
278318 

84319_1.R1011 
LIB3069-016-Q1-K1-G12 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



278319 

84365_1.R1011 

uC-zmflmol7059a07bl 

BLASTX 

g2245378 

939 

l.Oe-101 

294 

63 

(U83245) auxin response factor 1 



[Arabidopsis thaliana] 



278320 

84365__2.R1011 

hvj700623176.hl 

BLASTX 

g2245378 

506 

3.0e-51 
162 

60 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
278321 

84368_1.R1011 
LIB3069-017-Q1-K1-C8 

278322 

84382_1.R1011 
xmt700267479.hl 



38810 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278323 

84396_1.R1011 

qmh700029770.fl 

BLASTX 

g3894159 

384 

7.0e-37 

178 

45 

(AC005312) hypothetical protein [Arabidopsis thaliana] 
278324 

84398__1.R1011 
uwc700153572.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278325 

84398__2.R1011 
dyk700102090,hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278326 

84406_1.R1011 

LIB3069-017-Q1-K1-G3 

BLASTX 

g2623307 

208 

2.0e-16 

136 

40 

(AC002409) 
thaliana] 



putative ubiquitin protease [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 
.„Hethod 
;-NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278327 

84409_1.R1011 

gct701180357.hl 

BLASTX 

glll7821 

242 

4.0e-20 

86 
53 

(U31454) MNGIO [Manduca sexta] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278328 

84421_1.R1011 

rvt700549896.hl 

BLASTX 

gl946360 

423 

2.0e-41 

146 

55 

(U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



278329 

84427 l.RlOll 



38811 



5 '-most EST 



uC-zmflb73300a02bl 



Seq, No. 
Contig ID 
5 • -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



278330 

84427_2.R1011 
gct701168885.hl 

278331 

84429_1.R1011 
pwr700452428.hl 

278332 

84442_1.R1011 

LIB3069-018-Q1-K1-C6 

BLASTX 

g4587517 

453 

3.0e-45 

117 

71 

(AC007060) T5I8.6 [Arabidopsis thaliana] 
278333 

84453_1.R1011 
uC-zmflb7 3274cl2bl 



■Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



278334 

84456_1.R1011 
pmx700090174.hl 

278335 

84465_1.R1011 
uC-zmflB73108h05b2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



278336 

84465_2.R1011 
cyk700050130.fl 

278337 

84465_3.R1011 
uC-2mfimol7301h04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278338 

84476_1.R1011 

hbs701182896.hl 

BLASTX 

g3395435 

262 

2.0e-22 

200 
39 

(AC004683) myosin heavy chain-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278339 

84491_1.R1011 
LIB3069-019-Q1-K1-A9 
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II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278340 

84505_1.R1011 

uC-zmflb73213a02bl 

BLASTX 

g4559356 

194 

l.Oe-14 

131 
29 

(AC006585) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



278341 

84505_4.R1011 
uC-zmflb73290bllbl 



Seq. No. 
Contig ID 
5 '-most EST 



278342 

84535_1.R1011 
LIB3069-019-Q1-K1-F10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278343 

84570_1.R1011 

uC-zmflb73257e03b3 

BLASTX 

g4056615 

855 

l,0e-107 

260 

77 

(AF067401) Sell protein [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278344 

84593_1.R1011 

LIB3069-020-Q1-K1-C3 

BLASTX 

g4587988 

203 

2.0e-15 

261 

28 

{AF085279) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278345 

84608__1.R1011 
LIB3069-020-Q1-K1-D8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278346 

84622_1.R1011 

LIB3069-020-Q1-K1-F1 

BLASTX 

g2443887 

416 

7.0e-41 

143 
59 

(AC002294) Similar to transcription factor 
gb_Z46606_1658307 and others [Arabidopsis thaliana] 
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Seq. No, 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



278347 

84625_2.R1011 
uC-zmflb73127g01b2 

278348 

84627_1.R1011 

LIB3069-020-Q1-K1-F5 

BLASTX 

g3892057 

364 

l.Oe-34 

169 

46 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
278349 

84635_1.R1011 

LIB3069-020-Q1-K1-G12 

BLASTX 

g4469025 

180 

6.0e-13 

55 

56 

(AL035602) putative protein [Arabidopsis thaliana] 
278350 

84643_1.R1G11 

xsy700211560.hl 

BLASTX 

g3033400 

415 

l.Oe-40 

120 

62 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

278351 

84643_2.R1011 

uC-zmflmol7125g07al 

BLASTX 

g2494111 

148 

2.0e-09 

48 
54 

(AC002376) Contains similarity to Glycine protein kinase 6 
(gb_M67449) . [Arabidopsis thaliana] 

278352 

84648_1.R1011 
LIB3069-020-Q1-K1-H5 



Seq. No. 

Contig ID 
5 '-most EST 



278353 

84652_1.R1011 
uC-zmflB73009h06bl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278354 

84667_1.R1011 

gct701177533.hl 

BLASTX 

g3256035 

791 

2,0e"84 

224 

74 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Seq. No. 
Contig ID 
5 '-most EST 



278355 

84674_1.R1011 

uC- zmf Imo 1 7 2 8 5 dO 6b 1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278356 

84677_1.R1011 

uC-zmflb73015fl2bl 

BLASTX 

gl771160 

282 

5.0e-25 

133 

43 

(X98929) SBTl [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278357 

84683_1.R1011 

cyk700049244.fl 

BLASTX 

g3047085 

1000 

l.Oe-109 

323 

60 

(AF058914) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278358 

84686_1.R1011 

uC-zmflb73073cl0b3 

BLASTX 

g2444180 

874 

4.0e-94 

284 

61 

(U94785) unconventional myosin [Helianthus annuus] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



278359 

84693_1.R1011 

uC-zmflb73048g09bl 

BLASTX 

gl477468 
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BLAST score 


obi 


E value 


5.0e-34 


Match length 


178 


% identity 


48 


NCBI Description 


(U35244) vacuolar protein sorting homolog r-vps33a [Ra1 




norvegicus] 


Seq. No. 


278360 


Contig ID 


84698 l.RlOll 


5 '-most EST 


LIB3069-021-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g34 13700 


BLAST score 


547 


E value 


4.0e-56 


Match length 


154 


% identity 


69 


NCBI Description 


(AC004747) putative YMEl protein [Arabidopsis thaliana 


Seq. No. 


278361 


Contig ID 


84701 l.RlOll 


5 '-most EST 


LIB3069-021-Q1-K1-E6 


Seq. No. 


278362 


Contig ID 


84708 l.RlOll 


5 ' -most EST 


uC-zmflb73184b06al 


Method 


BLASTX 


NCBI GI 


g516118 


BLAST score 


1469 


E value 


l.Oe-163 


Match length 


612 


% identity 


51 


NCBI Description 


(L08469) envelope Ca2+-ATPase [Arabidopsis thaliana] 


Seq. No. 


278363 


Contig ID 


84708 5.R1011 


5 '-most EST 


wty700162886.hl 


Seq. No. 


278364 


Contig ID 


84719 l.RlOll 


5 '-most EST 


xmt700261908.hl 


Method 


BLASTX 


NCBI GI 


g3510253 


BLAST score 


419 


E value 


7.0e-41 


Match length 


125 


% identity 


65 


NCBI Description 


(AC005310) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


278365 


Contig ID 


84720 l.RlOll 


5 '-most EST 


LIB3069-021-Q1-K1-G2 


Seq. No. 


278366 


Contig ID 


84740 l.RlOll 


5 '-most EST 


ymt700223477.hl 


Method 


BLASTX 


NCBI GI 


g2828293 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 

2.0e-24 

212 

36 

(AL021687) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 » -most EST 



278367 

84742__1.R1011 
LIB3069-022-Q1-K1-A12 



Seq. No. 
Contig ID 
5 '-most EST 



278368 

84743_1.R1011 
LIB3069-022-Q1-K1-A2 



Seq. No. 

Contig ID 
5 '-most EST 



278369 

84767_1.R1011 
ceu700426003.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278370 

84770_1.R1011 

LIB3069-022-Q1-K1-C8 

BLASTX 

g2244971 

414 

l.Oe-40 

115 

70 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
278371 

84798_1.R1011 

gct701174070.hl 

BLASTX 

g3057120 

275 

2,0e-24 

104 
54 

(AF023159) starch synthase DULLl [Zea mays] 
278372 

84800__1.R1011 
LIB3069-022-Q1-K1-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278373 

84801_1.R1011 

nbm7Q0466946.hl 

BLASTX 

g2865623 

385 

6.0e-37 

120 

65 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5 -epimerase-4 -reductase 
[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278374 

84803_1.R1011 

uC-zmroteosinte091e06b2 

BLASTX 

g4455035 

273 

7.0e-24 

128 

41 

(AF116238) pseudouridine synthase 1 [Homo sapiens] 



Seq. No. 

Contig ID 
5 » -most EST 



278375 

84804_1.R1011 
LIB3069-022-Q1-K1-F6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278376 

84809_1.R1011 

LIB3069-025-Q1-K1-F10 

BLASTX 

g4417287 

326 

3.0e-30 

131 
47 

(AC007019) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278377 

84812_1.R1011 

LIB3069-022-Q1-K1-G3 

BLASTX 

g3063693 

608 

3.0e-63 

151 

71 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278378 

84815_1.R1011 
LIB3069-022-Q1-K1-G6 



Seq. No. 
Contig ID 
5 '-most EST 



278379 

84834_1.R1011 
LIB3069-023-Q1-K1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278380 

84857_1.R1011 

uC-zmflmol70114a02bl 

BLASTX 

g2914703 

535 

2.0e-54 

159 

67 

(AC003974) unknown protein [Arabidopsis thaliana] 



Seq. No, 



278381 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 



84868_1.R1011 

LIB3069-023-Q1-K1-E7 

BLASTX 

g4138265 

322 

2.0e-29 

159 

38 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 

278382 

84869_1.R1011 
uC-zmflb73131ellal 

278383 

84873_1.R1011 

LIB30 69-02 3-Q1-K1-F6 

278384 

84876^1. RlOll 

xsy700213826.hl 

BLASTX 

g4539386 

302 

2.0e-27 

90 
61 

{AL035526) extensin-like protein [Arabidopsis thaliana] 



278385 

84877_1.R1011 
LIB3069-023-Q1-K1-G11 

278386 

84878_1.R1011 

LIB3069-036-Q1-K1-E6 

BLASTX 

g4454043 

395 

3,0e-40 

128 

69 

(AL035394) putative receptor 
278387 

84891_1.R1011 
LIB3069-023-Q1-K1-H7 



kinase [Arabidopsis thaliana] 



278388 

84899_1.R1011 
LIB3069-024-Q1-K1-A6 

278389 

84921_1.R1011 

LIB3069-024-Q1-K1-C5 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3935137 
200 

2.0e-15 

84 

50 

(AC005106) T25N20.1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278390 

84932_1,R1011 
yyf700350414,hl 



Seq. No. 
Contig ID 
5 '-most EST 



278391 

84963_1.R1011 
uC-2mflb73053f04b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278392 

84981_1.R1011 

LIB3069-025-Q1-K1-A10 

BLASTX 

g2688830 

150 

l.Oe-09 

133 

31 

{AF000952) putative sugar transporter [Prunus armeniaca] 



Seq. No. 

Contig ID 
5 '-most EST 



278393 

84990_1.R1011 
uC-zmrob73055e04bl 



Seq. No. 

Contig ID 
5 '-most EST 



278394 

85007_1.R1011 
LIB3069-025-Q1-K1-C8 



Seq. No. 

Contig ID 
5 '-most EST 



278395 

85011^1. RlOll 
LIB3069-025-Q1-K1-D12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278396 

85017_1.R1011 

uC-zmflb73235e03b2 

BLASTX 

gl084461 

161 

7.0e-ll 

58 

55 

RCc3 protein - rice >gi_786132 



{L27208) RCc3 [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



278397 

85033_1.R1011 
ymt700221260.hl 



Seq. No, 

Contig ID 
5 '-most EST 



278398 

85042_1.R1011 
wty700172436.hl 
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Seq. No. 
Contig ID 
5 '-most EST 



278399 

85059_1.R1011 
fdz701160722.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278400 

85094_1.R1011 
xmt700263765.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278401 

85107_1.R1011 

LIB30 69-02 6-Q1-K1-E12 

BLASTX 

g3319342 

253 

2.0e-21 

130 

38 

(AF077407) similar to mitochondrial carrier proteins 
mit_carr . hmm, score: 7 9.74 and 42,50) [Arabidopsis 
thaliana] 



(Pfam 



278402 

85125_1.R1011 

uC-zmflb73284b06bl 

BLASTX 

g2760839 

585 

2.0e-60 

193 

58 

{AC003105) putative receptor kinase [Arabidopsis thaliana] 
278403 

85141__1,R1011 

LIB30 69-027-Q1-K1-G3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



278404 

85167_1.R1011 

uC-zmflmol7132b07bl 

BLASTX 

g3287695 

1102 

l.Oe-120 

415 

55 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

278405 

85167_2.R1011 

gct701175478.hl 

BLASTX 

g3287695 

425 

7.0e-42 

148 
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% identity 

NCBI Description 



54 

{AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 
5^ -most EST 



278406 

85216_1.R1011 
LIB3069-027-Q1-K1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



Seq. No. 

Contig ID 
5 '-most EST 



278407 

85225___1.R1011 

uC-zmflmol7321b04bl 

BLASTX 

g3152595 

467 

2.0e-46 

246 
51 

{AC002986) Similar to D. melanogaster sno gene gb_U95760. 
EST gb__N9714 8 and gb_Z26221 come from this gene. 
[Arabidopsis thaliana] 

278408 

85226__1.R1011 
LIB3069-028-Q1-K1-A10 

278409 

85261_1.R1011 
uC-zmflb73126h02bl 



Seq. No. 

Contig ID 
5 '-most EST 



278410 

85264__1.R1011 

LIB30 69-028-Q1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278411 

85273_1.R1011 

LIB30 69-02 8-Q1-K1-E5 

BLASTX 

g4544473 

296 

l.Oe-26 

202 
39 

(AC006580) putative mei2 protein [Arabidopsis thaliana] 
278412 

85280_1.R1011 

uC-zmflmol7199b06bl 

BLASTX 

gl655536 

238 

l.Oe-19 

78 
60 

(Y09095) chloride channel [Arabidopsis thaliana] 

>gi_1742 957_emb_CAA96059_ (Z71447) CLC-c chloride channel 

protein [Arabidopsis thaliana] 



38822 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278413 

85291_1.R1011 

uC- zmf Imo 1 7 0 7 5 g 0 9b2 

278414 

85294_1.R1011 

gwl700617054.hl 

BLASTX 

g2258469 

599 

9.0e-62 

139 

88 

(AF009179) replication protein Al [Oryza sativa] 
278415 

85294_2.R1011 

LIB3069-028-Q1-K1-G7 

BLASTX 

g2258469 

1251 

l.Oe-138 

281 
83 

(AF009179) replication protein Al [Oryza sativa] 
278416 

85337_1.R1011 

LIB30 69-02 9-Q1-K1-C6 

BLASTX 

gl931649 

422 

5.0e-60 

223 
53 

(U95973) DNA helicase isolog [Arabidopsis thaliana] 
278417 

85351_1.R1011 

uC-zmflmol7220g08bl 

BLASTX 

gl369981 

179 

l.Oe-12 

88 
41 

(X95609) mec-8 [Caenorhabditis elegans] 

>gi_3874 374_emb_CAB02754_ (Z81037) similar to mecanosensory 
gene mec-8; cDNA EST EMBL:T00424 comes from this gene; cDNA 
EST yk4 94al0.3 comes from this gene; cDNA EST yk333all.3 
comes from this gene; cDNA EST yk505hl0.3 comes from this 
gene; cDNA EST yk2 . . . >gi_3877217_emb_CAB03111_ (Z81084) 
similar to mecanosensory gene mec-8; cDNA EST EMBL:T00424 
comes from this gene; cDNA EST yk4 94al0.3 comes from this 
gene; cDNA EST yk333all.3 comes from this gene; cDNA EST 
yk505hl0.3 comes from this gene; cDNA EST yk2 
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Seq. No. 

Contig ID 
5 '-most EST 



278418 

85351_2.R1011 
tfci700575116.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



278419 

85354_1.R1011 

LIB3069-02 9-Q1-K1-E10 

BLASTX 

g2342725 

402 

4.0e-39 

100 
75 

(AC002341) hypothetical protein [Arabidopsis thaliana] 



278420 

85364_1.R1011 

LIB3069-029-Q1-K1-F11 

BLASTX 

gl001135 

366 

l.Oe-40 

164 

55 

(D64001) acetolactate synthase 



[Synechocystis sp. 



278421 

85369_1.R1011 
LIB3069-029-Q1-K1-F6 

278422 

85370_1.R1011 
uC-zmflmol7327dl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278423 

85372_1.R1011 

LIB3069-031-Q1-K1-D2 

BLASTX 

g3702324 

178 

l.Oe-12 

144 

31 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
278424 

85391_1.R1011 

LIB30 69-02 9-Q1-K1-H9 

BLASTX 

g2809259 

179 

l.Oe-21 

80 
66 

(AC002560) F21B7.28 [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278425 

85401_1.R1011 

uC-zmflb73011h09bl 

BLASTX 

g3142291 

296 

l,0e-26 

150 

44 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae, EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278426 

85401_3.R1011 

wyr700240214.hl 

BLASTX 

g3142291 

545 

l.Oe-55 

200 
53 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278427 

85406__1.R1011 

xdb700338381.hl 

BLASTX 

g4539455 

282 

4.0e-25 

99 
58 

(AL049500) T5C23.70 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278428 

85431_1.R1011 
uC-zmflmol7262a08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278429 

85436_1.R1011 

wyr700243230.hl 

BLASTX 

g3334230 

520 

8.0e-53 

203 

52 

D-HYDANTOINASE 



DIHYDROPYRIMIDINASE) (DHPASE) >gi__2828803 



(U84197) D-hydantoinase [Pseudomonas putida] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



278430 

85452_1.R1011 

nbm700471782.hl 

BLASTX 
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® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl946360 
262 

l.Oe-22 

148 

43 

(U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 



Seq. No. 


Z / o4ol 


Contig ID 


85458 l.RlOll 


5 '-most EST 


LIB3069-030-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4102839 


BLAST score 


276 


E value 


2.0e-24 


Match length 


68 


% identity 


75 


NCBI Description 


(AF016713) LeOPTl [Lycopersicon esculentum] 


Seq. No. 


278432 


Contig ID 


85460 l.RlOll 


5 '-most EST 


LIB3069-030-Q1-K1-H4 


Seq. No. 


278433 


Contig ID 


85478 l.RlOll 


5 '-most EST 


ymt700220985.hl 


Method 


BLASTX 


NCBI GI 


g4544431 


BLAST score 


605 


E value 


l.Oe-62 


Match length 


192 


% identity 


64 


NCBI Description 


(AC006955) hypothetical protein [Arabidopsis thaliana 


Seq, No. 


278434 


Contig ID 


85481 l.RlOll 


5 '-most EST 


ymt700224156.hl 


Seq. No. 


278435 


Contig ID 


85500 l.RlOll 


5 '-most EST 


LIB3069-04 6-Q1-K1-C12 


Seq. No. 


278436 


Contig ID 


85507 l.RlOll 


5 '-most EST 


LIB3069-031-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


150 


E value 


9.0e-10 


Match length 


96 


% identity 


39 


NCBI Description 


(AC002986) Similar to liver-specific transport protei 




gb L27 651 from Rattus norviegicus. [Arabidopsis thali 


Seq. No. 


278437 


Contig ID 


85509 l.RlOll 


5 '-most EST 


uC-zmflmol7050d05b2 
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Seq. No. 
Contig ID 
5 » -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278438 

85509_2.R1011 
uC-zmflmol7344al2al 

278439 

85518__1.R1011 
LIB3069-031-Q1-K1-F11 

278440 

85522_1.R1011 
LIB3069-031-Q1-K1-F4 

278441 

85530_1.R1011 

ymt700220201.hl 

BLASTX 

gll68470 

987 

l.Oe-107 

328 
60 

PROTEIN KINASE APKIA >gi_282 8 77_pir S28615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217 829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



278442 

85542_1.R1011 
uC-zmflmol715 6bl0bl 

278443 

85561_1.R1011 
LIB3069-032-Q1-K1-B12 

278444 

85581_1.R1011 

uC-zmflb73140b02bl 

BLASTX 

g2339978 

639 

9.0e-67 

202 
62 

(Y11336) RGAl protein [Arabidopsis thaliana] 
278445 

85591_1.R1011 
LIB3069-032-Q1-K1-E3 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



278446 

85592_1.R1011 

uC-zmroteosinte058c0 9b2 

BLASTX 

g4115371 

197 
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# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-14 

185 

37 

(AC005967) unknown protein [Arabidopsis thaliana] 
278447 

85593_1.R1011 

wen700335564.hl 

BLASTX 

g2262143 

273 

6,0e-24 

103 

48 

(AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Sea No. 


278448 


Print- in TD 


85597 l.RlOll 


R » -Tnn<=;1- F9T 


LIB30"69-032-Ql-Kl-E4 


^f^n No 


278449 




85600 1 RlOll 


5 '-most EST 


dyk700105418.hl 


Method 


BLASTX 


LN ^ XJ -L J. 


a2979558 




622 




2 . Oe-64 




304 


O _L kJ-C ill — L jf 


44 


KIPRT Opx^r'Ti "ni" "i on 


(AC003680) hypothetical protein 


Sea No 


278450 


Contig ID 


85615 1. RlOll 


5 '-most EST 


LIB3069-032-Q1-K1-G12 


Seq. No. 


278451 


Contig ID 


85616 1. RlOll 


5 '-most EST 


xsy700208451.hl 


Method 


BLASTX 


NCBI GI 


g3157926 


BLAST score 


295 


E value 


3.0e-26 


Match length 


264 


% identity 


34 


NCBI Description 


(AC002131) Strong similarity to 




gb Z34 4 65 from Zea mays. [Arabic 


Seq. No. 


278452 


Contig ID 


85627 1. RlOll 


5 '-most EST 


pwr700452876.hl 


Method 


BLASTN 


NCBI GI 


g4321977 


BLAST score 


40 


E value 


l.Oe-12 


Match length 


56 


% identity 


93 
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# 



NCBI Description Zea mays beta-amylase (Amy2) gene, complete cds 



Seq. No- 
Contig ID 
5 '-most EST 



278453 

85634_1.R1011 
LIB3069-034-Q1-K1-A10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278454 

85635_1.R1011 

hvj700619223.hl 

BLASTX 

g2829904 

514 

5.0e-52 

174 

58 

(AC002311) Hypothetical protein [Arabidopsis thaliana] 
278455 

85636__1.R1011 
uC-zmflmol7018b02al 



Seq, No. 
Contig ID 
5 '-most EST 



278456 

85665_1.R1011 
uC-zmflmol72 69cl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278457 

85720_1.R1011 

LIB3069-034-Q1-K1-A3 

BLASTX 

g3335060 

319 

2.0e-29 

170 

40 

{AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_44 68 98 9_emb_CAB38303_ (AL0356G5) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278458 

85723_1.R1011 
LIB3069-034-Q1-K1-A6 



Seq. No. 

Contig ID 
5 '-most EST 



278459 

85728_1.R1011 
LIB3069-034-Q1-K1-D2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278460 

85732_1.R1011 

LIB3069-034-Q1-K1-B3 

BLASTX 

g2982452 

314 

7.0e-29 

110 

58 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278461 

85744__1.R1011 
uC-zmflmol7212f05al 

278462 

85746_1.R1011 

LIB3069-034-Q1-K1-C9 

BLASTX 

g2239083 

376 

l.Oe-35 

215 
43 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278463 

85748_1.R1011 

LIB3069-034-Q1-K1-D10 

BLASTN 

g507770 

34 

4.0e-09 

74 

86 

Zea mays D3L H (+) -transporting ATPase 
cds 



(Mhal) gene, complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278464 

85749_1.R1011 

LIB3069-034-Q1-K1-D11 

BLASTX 

gl729980 

329 

l.Oe-30 

82 
72 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_2 12 97 51_pir S7117 5 

thaumatin-like protein - Arabidopsis thaliana >gi_536825 

(L34 693) thaumatin-like protein [Arabidopsis thaliana] 
>gi 1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 

278465 

85755_1.R1011 

LIB3069-034-Q1-K1-D8 

BLASTX 

g4336610 

827 

9.0e-89 

164 
99 

(AF099112) Sigma factor; Sig3 [Zea mays] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



278466 

85764_1.R1011 
LIB3137-021-Q1-K1-G4 

278467 

85770_1.R1011 

uC-zmroteosinte029h07bl 

BLASTX 

g3025329 

263 

l.Oe-22 

140 
44 

HYPOTHETICAL 25.4 KD PROTEIN F53F4 . 3 IN CHROMOSOME V 
>gi 3877534_emb_CAB01212_ (Z77663) Similarity to S.pombe 
hypothetical proteinSPAC4G9 . 01 (TR:E223656) [Caenorhabditis 
elegans] 

278468 

85783_1.R1011 
xsy700213744.hl 

278469 

85788_1.R1011 

LIB3069-034-Q1-K1-H12 

BLASTX 

gl079274 

153 

l.Oe-09 

178 
30 

tropomyosin alpha chain - axolotl >gi_520748 (L35107) 
tropomyosin [Ambystoraa mexicanum] 

278470 

85799_1.R1011 

LIB3069-035-Q1-K1-A3 

BLASTX 

g3096912 

156 

2.0e-10 

82 

43 

{AL023094) putative protein [Arabidopsis thaliana] 
278471 

85804_1.R1011 
ntr700072673.hl 

278472 

85811_1.R1011 

uC-zmroteosinte080a06bl 

BLASTX 

g3024505 

495 

7.0e-50 

134 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



72 

RAS-RELATED PROTEIN RABllD >gi_623580 {L29270) 
[Nicotiana tabacum] 

278473 

85824_1.R1011 
LIB3069-035-Q1-K1-C4 



putative 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278474 

85833_1.R1011 
LIB3069-035-Q1-K1-D2 

278475 

85842_1.R1011 

uC-zmflMol7010fl0bl 

BLASTX 

gl22771 

455 

4.0e-45 

186 

52 

TRANSCRIPTION FACTOR HBP-lA (HISTONE-SPECIFIC TRANSCRIPTION 

FACTOR HBPl) >gi_100808_pir S15346 transcription factor 

HBP-la - wheat >gi_100838__pir ^A41349 histone-specif ic 

transcription factor HBPl - wheat >gi_21633_emb_CAA40101_ 
{X56781) HBP-la [Triticum aestivura] >gi_170749 (M28704) 
DNA-binding protein [Triticum aestivum] 

>gi_11997 90__dbj_BAA0728 9_ (D38111) transcription factor 
HBP-la (17) [Triticum aestivum] 



Seq. No. 


278476 


Contig ID 


85847 l.RlOll 


5 '-most EST 


hbs701183939.hl 


Method 


BLASTX 


NCBI GI 


g3702324 


BLAST score 


201 


E value 


4.0e-15 


Match length 


186 


% identity 


30 


NCBI Description 


(AC005397) hypothetical 


Seq. No. 


278477 


Contig ID 


85855 l.RlOll 


5 '-most EST 


LIB3069-035-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2347189 


BLAST score 


355 


E value 


l.Oe-33 


Match length 


83 


% identity 


82 


NCBI Description 


{AC002338) hypothetical 




>gi_3150399 (AC004165) : 




thaliana] 


Seq. No. 


278478 


Contig ID 


85859 l.RlOll 


5 '-most EST 


fwa700097506.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4507657 

759 

3.0e-80 

549 

36 

tripeptidyl peptidase II >gi_136107_sp_P2914 4_TPP2_HUMAN 
TRIPEPTIDYL- PEPTIDASE II (TPP II) (TRIPEPTIDYL 
AMINOPEPTIDASE) >gi_1082875_pir S5437 6 

tripeptidyl-peptidase II (EC 3.4.14.10) - human >gi_339880 
(M73047) tripeptidyl peptidase II [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278479 

85866_1,R1011 

rvl700458645.hl 

BLASTX 

gl522681 

272 

7.0e-24 

157 

40 

(U49240) symplekin [Homo sapiens] >gi_214 3262_emb_CAA71861_ 
(Y10931) symplekin [Homo sapiens] 

278480 

85888_1.R1011 

LIB3069-036-Q1-K1-B1 

BLASTX 

g3169012 

436 

6.0e-43 

96 

88 

(AJ002610) putative calmodulin binding transporter protexn 
[Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278481 

85902_1.R1011 

ypc700802181.hl 

BLASTX 

gl699023 

152 

l.Oe-09 

68 
47 

(U78866) putative arginine-aspartate-rich RNA binding 
protein [Arabidopsis thaliana] >gi_1699051 (U78867) ^ 
putative aspartate-arginine-rich mRNA binding protein 

[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278482 

85914_1.R1011 
xmt700260940.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278483 

85915_1.R1011 
LIB3069-036-Q1-K1-D6 
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Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



278484 

85920_1.R1011 
wty700169450.hl 

278485 

85928_1.R1011 
cat700021764.rl 

278486 

85933__1.R1011 
uC-zmroteosinte006b07bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278487 

85933^2. RlOll 
wev700405002.hl 

278488 

85967_1.R1011 

LIB3069-037-Q1-K1-A4 

BLASTX 

g2809251 

602 

l.Oe-62 

145 

72 

(AC002560) F21B7.20 [Arabidopsis thaliana] 
278489 

85969_1.R1011 
LIB3069-037-Q1-K1-A6 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



278490 

85971__1.R1011 
LIB3069-037-Q1-K1-A8 

278491 

85992__1.R1011 

wty700166477.hl 

BLASTX 

g4539305 

169 

l.Oe-11 

61 

52 

(AL04 9480) putative protein [Arabidopsis thaliana] 
278492 

85994_1.R1011 
LIB3070-004-Q1-N1-H2 

278493 

85995_1.R1011 

LIB3069-037-Q1-K1-D1 

BLASTX 

g2739386 

320 



38834 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



5.0e-33 

108 
71 

(AC002505) 



unknown protein [Arabidopsis thaliana] 



278494 

85997_1.R1011 
hbs701185832.h2 

278495 

86013__1.R1011 

LIB3069-037-Q1-K1-E6 

BLASTX 

g3043612 

147 

6.0e-09 

88 
41 



NCBI Description (AB011116) KIAA0544 protein [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



278496 

86028_1.R1011 
LIB3069-037-Q1-K1-G11 

278497 

86040_1.R1011 

LIB3069-037-Q1-K1-H2 

BLASTX 

g4234852 

433 

l.Oe-48 

254 
45 

(AF082133) gag-pol polyprotein [Zea mays] 
278498 

86051_1.R1011 

uC-zmflb73301g04b2 

BLASTX 

g4587584 

565 

6.0e-58 

204 
52 

(AC007232) unknown protein [Arabidopsis thaliana] 
278499 

86057_2.R1011 
LIB3136-027-P1-K1-D2 

278500 

86074^1. RlOll 
LIB3137-057-Q1-K1-E1 

278501 

86089_1.R1011 
LIB3069-038-Q1-K1-E11 



38835 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278502 

86095_1.R1011 
LIB3069-038-Q1-K1-E7 

278503 

86096_1.R1011 
LIB3069-038-Q1-K1-E8 

278504 

86104_1.R1011 

LIB3069-038-Q1-K1-F7 

BLASTX 

g2429290 

298 

6.0e-27 

106 

58 

(AF014469) peroxidase [Oryza sativa] 
278505 

86116_1.R1011 
LIB3069-038-Q1-K1-H11 

278506 

86120_1.R1011 
LIB3069-038-Q1-K1-H8 

278507 

86126_1.R1011 
mwy700438135.hl 

278508 

86130_1.R1011 

uC-zmflb73204c06bl 

BLASTX 

g4249386 

382 

2.0e-36 
303 

30 . ^ 

{AC005966) Strong similarity to gb_AF061286 garama-adaptm 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 

278509 

86131__1.R1011 

uC-zmrob73033cllal 

BLASTX 

gl491615 

173 

2.0e-12 

69 

48 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



38836 



® 



Seq. No. 278510 

Contig ID 8 6152_1 . RlOll 

5'-most EST nbm7004 66991 . hi 

Method BLASTX 

NCBI GI g4539400 

BLAST score 4 95 

E value l.Oe-4 9 

Match length 187 

% identity 52 

NCBI Description (AL035526) putative protein [Arabidopsis 



Seq. No. 278511 
Contig ID 8 6160_1 . RlOll 

5'-most EST xmt700264675.hl 



Seq. No. 278512 
Contig ID 8 6161_1 . RlOll 

5'-most EST xj t700092418 . hi 

Method BLASTX 
NCBI GI gl353193 
BLAST score 323 
E value 6.0e-30 
Match length 113 

NCBI^Description 0-METHYLTRANSFERASE ZRP4 (OMT) >gi_5 4218 6_pir JQ2268 

0-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) 0-methyltransferase [Zea mays] 



Seq. No. 278513 

Contig ID 8 6183_1 . RICH 

5 '-most EST uC-zmf lmol7266cllbl 

Method BLASTX 

NCBI GI gl666096 

BLAST score 217 

E value 2.0e-31 

Match length 140 

% identity 57 

NCBI Description (Y09113) dioxygenase [Marah macrocarpus] 

Seq. No. 278514 

Contig ID 86201_1 . RlOll 

5 '-most EST uC-zmroteosinte077d05bl 

Method BLASTX 

NCBI GI g3582344 

BLAST score 239 

E value 4.0e-20 

Match length 69 

% identity 62 

NCBI Description (AC005496) putative cell division protein [Arabxdopsis 
thaliana] 



Seq. No. 278515 

Contig ID 8 6229_1 . RlOll 

5 '-most EST uC-zmf Ib73061h08bl 

Method BLASTX 

NCBI GI g4467149 

BLAST score 4 60 

38837 



E value 
Match length 
% identity 
NCBI Description 



5.0e-46 

87 
93 

(AL035540) putative transcription factor (MYB4) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5^ -most EST 



278516 

86230_1.R1011 
xsy700213006.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278517 

86244^1. RlOll 
vux700161568.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278518 

86247_1.R1011 
uC-zmflMol7086d09bl 



Seq. No. 

Contig ID 
5 '-most EST 



278519 

86249_1.R1011 
uC-zmflb73106a02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278520 

86254_1.R1011 

LIB3069-040-Q1-K1-F10 

BLASTX 

gl402890 

480 

2.0e-48 

133 
62 

(X98130) unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278521 

86256_1.R1011 
LIB3069-040-Q1-K1-F12 



Seq. No. 

Contig ID 
5 '-most EST 



278522 

86257_1.R1011 
LIB3069-04 3-Q1-K1-A4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278523 

86264_1.R1011 

LIB3069-04 0-Q1-K1-F9 

BLASTX 

g3885880 

689 

8.0e-73 

156 

82 

(AF093628) 
sativa] 



protochlorophyllide reductase homolog [Oryza 



Seq. No. 
Contig ID 
5 '-most EST 



278524 

86267_1.R1011 
LIB3069-04 0-Q1-K1-G11 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278525 

86278_1.R1011 

uC-zmroteosinte002d09bl 

BLASTX 

gl653395 

936 

l,0e-101 

315 

58 

(D90913) PET112 [Synechocystis sp.] 



Seq. No. 
Contig ID 
5 '-most EST 



278526 

86289_1.R1011 
cyk700048666.fl 



Seq. No. 
Contig ID 
5 '-most EST 



278527 

86313_1.R1011 
uwc700150647.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278528 

86321_1.R1011 
uC-zmflmol7037c05bl 



Seq. No. 

Contig ID 
5 '-most EST 



'278529 
86359__2.R1011 
LIB3069-041-Q1-K1-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278530 

86368_1.R1011 

uC-zmroteosinte077e03bl 

BLASTX 

g2829886 

427 

5.0e-42 

120 
72 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278531 

86370_1.R1011 
LIB3069-042-Q1-K1-A5 



Seq. No. 

Contig ID 
5 '-most EST 



278532 

86371_1.R1011 
ntr70G073673.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278533 

86381_1.R1011 
LIB3069-042-Q1-K1-B1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



278534 

86383_1.R1011 

wty700167195.hl 

BLASTX 

g4204287 

257 

9.0e-45 
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Match length 




% identity 


80 


NCBI Description 


(AC003027) lcl_prt_seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


278535 


Contig ID 


86383_2.R1011 


0 -most EST 


LIBo(JDy-L)4^-Ql-Kl-Bll 


Seq. No. 


278536 


Contig ID 


86393_1.R1011 


0 — rtiosr hib i 


/TTvi "h T A ri o o o -Fi 
qmn / uuuzoz-ico.ri 


Seq. No. 


O *7 O C O T 


Contig A.U 


od4Uz l.KlUll 


0 -most hoi 


gwi / uubi iKjz./. .ni 


Seq. No. 


278538 


Contig ID 


o64z7 l.RlUll 


5 '-most EST 


pmx700088794 . hi 


l^/f 4- "U. m ^ 

Method 


BLiAdTa 


NCBI GI 


g2252863 


BLAST score 


308 


E value 


1 . tje-oo 


Match length 


145 


% identity 


57 


NCBI Description 


(AF013294) similar to nucleolin protein [Arabidops 




thaliana] 


Seq. No. 


278539 


c^ontig lu 


oo4zy l.KlUll 


o -most bbi 


uC-zmtlB / oU4zjDll)Di 


Method 


BLASTX 


NCBI GI 


gl531756 


BLAST score 


24 5 


E value 


2 . Oe-20 


Match length 


50 


% identity 


88 


NCBI Description 


(X82413) prolme-rich-like protein [Asparagus offn 


Seq. No. 


278540 


Contig ID 


od4J0 l.RlUll 


0 -most EST 


LIBJ0oy-u42-Ql-Kl-F5 


Method 


BLASTX 


NCBI GI 


g4539009 


BLAST score 


c r\ o 

503 


E value 


1 . Oe-50 


Match length 


166 


% identity 


59 


NCBI Description 


(AL049481) putative protein [Arabidopsis thaliana] 


Seq. No. 


278541 


Contig ID 


86433 l.RlOll 


5 '-most EST 


uC-zmflb73232e01bl 


Method 


BLASTX 


NCBI GI 


g419760 


BLAST score 


562 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



l.Oe-57 

270 

33 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_38 4 9833_emb_CAA4364 6_ {X61370) P-glycoprotein 
[Arabidopsis thaliana] 

278542 

86448_1.R1011 

cyk700051711,fl 

BLASTX 

g2760839 

652 

5.0e-68 

240 
54 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
278543 

86458_1.R1011 

LIB30 69-043-Q1-K1-A10 



Seq. No. 
Contig ID 
5 '-most EST 



278544 

86466_1.R1011 
LIB3136-024-Q1-K1-B3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



278545 

86471_1.R1011 
xsy700214807.hl 

278546 

86472_1.R1011 

LIB30 69-043-Q1-K1-B2 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278547 

86486_1.R1011 

tzu700204189.hl 

BLASTX 

g3329368 

502 

9.0e-51 

158 

57 

(AF03124 4) nodulin-like protein [Arabidopsis thaliana] 
278548 

86486_2.R1011 

uC-zmflmol7127f03bl 

BLASTX 

g3329368 

275 

4.0e-24 

78 
67 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 



Seq. No, 



278549 



38841 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86488_1.R1011 

LIB3137-060-Ql-Kl~Gll 

BLASTX 

g2739046 

299 

7.0e-27 

133 

46 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



278550 

86496_1,R1011 
uC-zmflMol7092cl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278551 

86503_1.R1011 

LIB3069-043-Q1-K1-E3 

BLASTX 

g2191144 

556 

5.0e-57 

135 

74 

(AF007269) 
thaliana] 



A IG002N01.24 gene product [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



278552 

86505^1. RlOll 
xmt700262823.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278553 

86509_1.R1011 

LIB3069-043-Q1-K1-F1 

BLASTX 

g4510348 

601 

4.0e-62 

199 

57 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278554 

86509_2.R1011 

ceu700421678.hl 

BLASTX 

g4510348 

213 

5.0e-17 

75 

59 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



278555 

86510_1.R1011 

uC-zmflmol7067e07bl 

BLASTX 



38842 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl717871 
458 

3.0e-84 

306 
53 

QBIQUITIN CARBOXYL-TERMINAL HYDROLASE 15 (UBIQUITIN 
THIOLESTERASE 15) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 

15) (DEUBIQUITINATING ENZYME 15) >gi_1078006_pir S53974 

hypothetical protein YMR304w - yeast (Saccharomyces 
cerevisiae) >gi_798 94 6__emb_CAA89137_ (Z49212) unknown 
[Saccharomyces cerevisiae] 



Seq, No. 
Contig ID 
5 '-most EST 



278556 

86512_1.R1011 
uC-zmflb73121fl2b2 



Seq. No. 
Contig ID 
5 '-most EST 



278557 

86513_1.R1011 
LIB3069-043-Q1-K1-F2 



Seq. No. 
Contig ID 
5 '-most EST 



278558 

86517_1.R1011 
LIB3069-043-Q1-K1-F6 



Seq. No. 
Contig ID 
5 '-most EST 



278559 

86523^1. RlOll 
LIB3069-04 3-Q1-K1-G11 



Seq. No. 

Contig ID 
5 '-most EST 



278560 

86525_1.R1011 
uC-zmflmol7201e01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278561 

86530^1. RlOll 

uC-zmflB73106bl0bl 

BLASTX 

g4580395 

316 

4.0e-59 

264 
48 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278562 

86541_1.R1011 
tfd700572763.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



278563 

86551_1.R1011 

uC-zmflmol7330allbl 

BLASTX 

g2749982 

557 

5.0e-57 

242 

48 



38843 



NCBI Description 



(AF036705) Similar to phytoene desaturase; coded for by C, 
elegans cDNA CEESX74F; coded for by C. elegans cDNA 
yk303f4.3; coded for by C. elegans cDNA yk257d4.3/ coded 
for by C, elegans cDNA yk303f4.5; coded for by C. elegans 
cDNA yk257d4.5; 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278564 

86555_1.R1011 
kyv700142560.hl 

278565 

86564_1.R1011 

LIB3069-044-Q1-K1-C12 

BLASTX 

g4417293 

317 

3.0e-29 

124 

47 

(AC007019) unknown protein [Arabidopsis thaliana] 
278566 

86584_1.R1011 
uC-zmflb73125hl2b2 



Seq. No. 

Contig ID 
5 '-most EST 



278567 

B6597_1.R1011 

LIB30 69-04 4-Q1-K1-F7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278568 

86598_1.R1011 

uC-zmflb73305e06b2 

BLASTX 

g4314358 

835 

l.Oe-89 

280 
57 

(AC006340) putative kinesin heavy chain protein 
[Arabidopsis thaliana] 

278569 

86609_1.R1011 

hvj700619151.hl 

BLASTX 

g4544422 

236 

9.0e-20 

90 

54 

(AC006955) putative fimbrin [Arabidopsis thaliana] 
278570 

86621_1.R1011 
rvt700549648.hl 



Seq. No. 



278571 



38844 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86629_1.R1011 

nbm700466247.hl 

BLASTX 

g4099605 

390 

3.0e-37 

172 
49 

(U88836) translational activator GCNl [Homo sapxens] 
278572 

86630_1.R1011 

fwa700097961.hl 

BLASTX 

g4262154 

212 

8.0e-17 

116 

47 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



278573 

86651__1.R1011 
uC-zmflmol7318h09al 



Seq. No. 

Contig ID 
5 '-most EST 



278574 

86663_1.R1011 
vux700160026.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278575 

86664_1.R1011 
hbs701182766.hl 

278576 

86667_1.R1011 

uwc700152275,hl 

BLASTX 

gl065515 

309 

5.0e-28 

145 

43 

(U40420) weak similarity to procollagen alpha chain 1 (V) 
chain [Caenorhabditis elegans] 



Seq. No. 

Contig ID 
5 '-most EST 



278577 

86669_1.R1011 
LIB3069-045-Q1-K1-D7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



278578 

86670_1.R1011 

LIB3069-045-Q1-K1-D8 

BLASTX 

g3320462 

223 

2.0e-29 



38845 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



144 
48 



{AF0624 67) polygalacturonase precursor [Cucumis melo] 
278579 

86671_1.R1011 
LIB3069-045-Q1-K1-D9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278580 

86671_2.R1011 
xmt700262391.hl 

278581 

86674_1.R1011 
LIB3069-045-Q1-K1-E11 

278582 

86701_1.R1011 

xsy700207426.hl 

BLASTX 

g3668086 

702 

9.0e-74 

262 

57 

{AC004667) unknown protein [Arabidopsis thaliana] 
278583 

86702_1.R1011 
LIB3069-045-Q1-K1-G9 

278584 

86703_1.R1011 

uC-zmflB73008gG6bl 

BLASTX 

g3080415 

664 

l.Oe-69 

194 

66 

(AL022604) cysteine proteinase-like protein [Arabidopsis 
thaliana] 

278585 

86706_1.R1011 

LIB3069-045-Q1-K1-H12 

BLASTX 

g2281090 

477 

7.0e-48 

152 
64 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
278586 

86724_1.R1011 
uC-zmflb73196a03bl 



38846 



# 



Seq. No. 


278587 


Contig ID 


86724 2.R1011 


5 '-most EST 


uC-zmflb73283a02b2 


Seq. No. 


278588 


Contig ID 


86725_1.R1011 


5 '-most EST 


uC-zmroteosinte068g03bl 


Seq. No. 


278589 


Contig ID 


86727 2.R1011 


5 '-most EST 


fdz701160841.hl 


Seq. No. 


278590 


Contig ID 


86730_1.R1011 


5 '-most EST 


uC-zmroteosinte096g07b2 


Method 


BLASTX 


NCBI GI 


gl438883 


BLAST score 


804 


E value 


l.Oe-87 


Match length 


238 


% identity 


67 


NCBI Description 


(U43840) GmCK3p [Glycine max] 


Seq. No. 


278591 


Contig ID 


86746 l.RlOll 


5 ' -most EST 


LIB3069-046-Q1-K1-E1 


Seq. No. 


278592 


Contig ID 


86752 l.RlOll 


5 '-most EST 


uC-zmroteosinte029e07bl 


Method 


BLASTX 


NCBI GI 


g4582430 


BLAST score 


561 


E value 


l.Oe-57 


Match length 


201 


% identity 


55 


NCBI Description 


(ACQ 07 19 6) nonsense-mediated 


[Arabidopsis thaliana] 


Seq. No. 


278593 


Contig ID 


86759 l.RlOll 


5 '-most EST 


LIB3137-001-Q1-K1-A2 


Seq. No. 


278594 


Contig ID 


86763 l.RlOll 


5 '-most EST 


xmt700263473.hl 


Method 


BLASTX 


NCBI GI 


g4337174 


BLAST score 


315 


E value 


6.0e-29 


Match length 


80 



% identity 

NCBI Description 



74 



(AC006416) Similar to gi_1573829 HI0816 aminopeptidase P 
homolog (pepP) from Haemophilus influenzae genome 
gb_U32764. [Arabidopsis thaliana] 



38847 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278595 

86764_1.R1011 

ceu700432792.hl 

BLASTX 

g3152606 

311 

2.0e-28 

66 
77 

(AC004482) putative ring zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278596 

86780_1.R1011 

LIB3069-047-Q1-K1-A9 

BLASTX 

g4558550 

583 

2.0e-60 

162 
68 

(AC007138) 
thaliana] 



putative protein transport factor [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



278597 

86795_1.R1011 
uC-zmflb73126h02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278598 

86810_1.R1011 

uC-zmroteosinte009a08bl 

BLASTX 

g3123130 

879 

7.0e-95 

230 

71 

HYPOTHETICAL 61.8 KD TRP-ASP REPEATS CONTAINING PROTEIN 
T32G6.2 IN CHROMOSOME II >gi_2618685 (AC002510) putative 
small nuclear ribonucleoprotein Prp4p [Arabidopsis 
thaliana] >gi_3241948 (AC004625) putative small nuclear 
ribonucleoprotein Prp4p [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278599 

86811_1.R1011 
hbs701184542.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278600 

86835_1.R1011 

LIB3069-047-Q1-K1-G7 

BLASTX 

gl087073 

184 

l.Oe-13 

53 
62 

(S79243) calmodulin-binding heat-shock protein, CaMBP 



38848 



[Nicotiana tabacum=tobacco, Wisconsin-38 , Peptide, 449 aa] 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



278601 

86849_1.R1011 
uC-zmflmol7320f03bl 

278602 

86852_1.R1011 

uC-zmflmol7029al0bl 

BLASTX 

gl871187 

285 

3.06-25 

149 
46 

(U90439) unknown protein [Arabidopsis thaiiana] 
278603 

86869_1.R1011 
xjt700096523.hl 

278604 

86881_1.R1011 
LIB3069-048-Q1-K1-C8 

278605 

86888_1.R1011 

uC-zmflb73069c03bl 

BLASTX 

g4587615 

1264 

l.Oe-139 

324 
70 

{AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaiiana] 

278606 

86904_1.R1011 

LIB3069-048-Q1-K1-F5 

BLASTX 

g2661179 

244 

l.Oe-20 

62 
76 

(U80984) AtZWlO [Arabidopsis thaiiana] 
278607 

86916__1.R1011 

LIB3069-048-Q1-K1-G5 

BLASTX 

g3953471 

300 

7.0e-27 

128 



38849 



% identity 4 9 

NCBI Description (AC002328) F2202.16 [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278608 

86917_1.R1011 

LIB3136-045-Q1-K1-B3 

BLASTX 

g4580472 

851 

3.0e-91 

239 

67 

(AC006081) DNA binding protein; similar to CDC27 and nuclear 
scaffold proteins [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278609 

86918_1.R1011 

LIB3069-048-Q1-K1-G7 

BLASTX 

g4006855 

338 

2.0e-39 

149 

58 

(Z99707) Cu2+-transporting ATPase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278610 

86919_1.R1011 

LIB3069-04 8-Q1-K1-G8 

BLASTX 

g3540184 

263 

7.0e-23 

140 
40 

{AC004122) Similar to endoxylanases [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278611 

86931_1.R1011 
dyk700106469.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278612 

86942_1.R1011 

mwy700443250.h2 

BLASTX 

g2190187 

322 

l.Oe-29 

219 
33 

(D64087) nuclear matrix constituent protein 1 (NMCPl) 
[Daucus carota] 



Seq. No. 
Contig ID 
5 '-most EST 



278613 

86956_1.R1011 
LIB3069-049-Q1-K1-C7 



38850 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278614 

86961_1.R1011 

uC-zmflniol7235c06bl 

BLASTX 

gl00226 

599 

8.0e-62 

313 
39 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278615 

86965_1.R1011 

xjt700096933.hl 

BLASTX 

g3341676 

424 

2.0e-41 

150 

54 

(AC003672) putative glycosyl hydrolase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278616 

86970_1.R1011 
uC-zmromol7 028e05al 



Seq. No. 
Contig ID 
5 '-most EST 



278617 

86974_1.R1011 
LIB3069-04 9-Q1-K1-F2 



Seq. No. 
Contig ID 
5 '-most EST 



278618 

86990_1.R1011 

uC- zmromol 7 0 0 9gO 8 al 



Seq. No. 

Contig ID 
5 '-most EST 



278619 

87018_1.R1011 
LIB3069-050-Q1-K1-C3 



Seq. No. 

Contig ID 
5 '-most EST 



278620 

87023_1.R1011 
ceu700430176.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278621 

87032__1.R1011 

wty700166774.hl 

BLASTX 

gl209756 

1160 

l.Oe-127 

316 

69 

(U43629) integral membrane protein [Beta vulgaris] 



38851 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278622 

87034_1.R1011 

qmh700030038.fl 

BLASTX 

g3775997 

774 

l.Oe-82 

219 
67 

(AJ0104 62) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278623 

87036_1.R1011 

uC-zmflmol728 9f05bl 

BLASTX 

g629774 

778 

6.0e-83 

219 

70 

beta-ketoacyl-ACP synthase - barley 

>gi_4 987 4 2_emb__CAA84023_ (Z34269) beta-ketoacyl-ACP 
synthase [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278624 

87036__2.R1011 

LIB3069-050-Q1-K1-E1 

BLASTX 

g629774 

628 

l.Oe-65 

146 

78 

beta-ketoacyl-ACP synthase - barley 

>gi_4 98742_emb_CAA84023_ (Z34269) beta-ketoacyl-ACP 

synthase [Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



278625 

87048_1.R1011 
LIB3069-050-Q1-K1-F4 



Seq. No. 
Contig ID 
5 '-most EST 



278626 

87056_1.R1011 
LIB3069-050-Q1-K1-G12 



Seq. No. 
Contig ID 
5 '-most EST 



278627 

87101__1.R1011 
cyk700048795.fl 



Seq. No. 

Contig ID 
5 '-most EST 



278628 

87101_2,R1011 
LIB3137-058-Q1-K1-C3 



Seq. No. 

Contig ID 
5 '-most EST 



278629 

87102_1.R1011 
wyr700235237.hl 



38852 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3913789 

508 

5.0e-62 

140 
88 

NONLEGUME HEMOGLOBIN >gi_1076720_pir S46502 hemoglobin - 

barley >gi_508204 (U01228) haemoglobin apoprotein [Hordeum 
vulgare] >gi_2071976 (U94968) hemoglobin [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278630 

87102_3.R1011 

wty700170736.hl 

BLASTX 

g2058496 

193 

2.0e-21 
71 

82 

[U76028) hemoglobin 2 [Oryza sativa] >gi_2058502 (U76031) 
hemoglobin 2 [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278631 

87116_1.R1011 

uC-zmroteosinte033dl0bl 

BLASTX 

g2072986 

1070 

l.Oe-117 

301 
66 

(U95142) putative G-protein-coupled receptor [Arabidopsis 
thaliana] >gi_2072988 (U95143) putative G-protein-coupled 
receptor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278632 

87130^1. RlOll 
uC-zmflmol7276g01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278633 

87143_1.R1011 

LIB3069-051-Q1-K1-H2 

BLASTX 

g2809259 

309 

3.0e-28 

203 

28 

(AC002560) F21B7.28 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278634 

87170_1.R1011 
uC-zmflb73149d01bl 



Seq. No, 

Contig ID 
5 '-most EST 



278635 

87176_1,R1011 
LIB3069-052-Q1-K1-D5 



38853 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3892652 

708 

5.0e-75 

149 

95 

(Y09303) putative MADS-domain transcription factor [Zea 
mays] 



Seq. No. 
Contig ID 
5 '-most EST 



278636 

87185_1.R1011 
LIB3069-052-Q1-K1-E7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278637 

87192_1.R1011 

LIB3069-052-Q1-K1-F8 

BLASTN 

g533251 

207 

l.Oe-113 

367 

96 

Zea mays (clone pSM8] 
complete cds 



sucrose synthase 2 (Susl) gene, 



278638 

87221_1.R1011 

LIB3069-053-Q1-K1-C4 

BLASTX 

g4262147 

180 

5.0e-13 

85 
47 

(AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278639 

87223_1.R1011 

LIB3069-053-Q1-K1-C7 

BLASTX 

g2435517 

203 

l.Oe-15 

108 
49 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 » -most EST 



278640 

87234_1.R1011 
ceu700433722.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278641 

87240_1.R1011 
xyt700342801.hl 



38854 



Seq. No. 
Contig ID 
5 '-most EST 



278642 

87265_1,R1011 
uC-zmflMol7008c04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



278643 

87274_1,R1011 

LIB3069-054-Q1-K1-A9 

BLASTX 

g3644034 

527 

7.0e-54 
134 

75 

(AF091304) aminoacyl peptidase [Glycine max] 
278644 

87282_1.R1011 

gct701175533.hl 

BLASTX 

g3413706 

144 

8.0e-09 

83 
31 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
278645 

87288_1.R1011 

LIB3069-054-Q1-K1-C12 

BLASTX 

g4512616 

217 

2.0e-17 

103 
52 

(AC004793) Contains similarity to gi_1653332 extragenic 
suppressor (SuhB) from Synechocystis sp. gb_D90 912 and is a 
member of the Inositol monophophatase family PF_00459> EST 
gb__AA597395 comes from this gene. [Arabidopsis tha 

278646 

87293__1.R1011 

ntr700075821.hl 

BLASTX 

g4160280 

383 

3.0e-70 

181 

69 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
278647 

87315_1,R1011 

LIB3069-054-Q1-K1-E6 

BLASTN 

g2352798 

480 



38855 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 » -most EST 



O.Oe+00 

805 
96 

Zea mays retinoblastoma-related protein 2b {RRB2b) mRNA, 
partial cds 

278648 

87323_1.R1011 
dyk700103977.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278649 

87334_1.R1011 

uC-zmf lmol7allbl 

BLASTX 

g3927830 

1238 

l.Oe-136 

422 

44 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278650 

87354_1.R1011 
LIB3069-055-Q1-K1-A10 



Seq. No. 

Contig ID 
5 '-most EST 



278651 

87360_1.R1011 
LIB3069-055-Q1-K1-A7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278652 

87371_1.R1011 

uC-zmflb73169gl2b2 

BLASTX 

g2583128 

164 

5.0e-ll 

63 
46 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
278653 

87387_1.R1011 
LIB3069-055-Q1-K1-D5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



278654 

87416_1.R1011 

LIB3069-055-Q1-K1-G6 

BLASTX 

g2914706 

208 

3.0e-16 

93 
46 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 
278655 

87429 l.RlOll 



38856 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73210f06bl 

BLASTX 

g3738287 

394 

8.0e-38 

218 

40 

(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 
thaliana] 

278656 

87429_2.R1011 

ymt700222656.hl 

BLASTX 

g3738287 

187 

5.0e-14 

72 

47 

(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 
thaliana] 

278657 

87430_1.R1011 

LIB3070-003-Q1-N1-E7 

BLASTX 

g3876863 

144 

6. Oe-09 

122 

30 

(Z81078) predicted using Genefinder; Similarity to Yeast 
E1-E2 ATPase ( SW : yiE8_YEAST ) ; cDNA EST EMBL:D34828 comes 
from this gene; cDNA EST EMBL:D35545 comes from this gene; 
cDNA EST EMBL:D35631 comes from this gene; cDNA EST EM... 
>gi_3880373_emb_CAA16284_ (AL021466) predicted using 
Genefinder; Similarity to Yeast E1-E2 ATPase 

(SW:YIE8_YEAST) ; cDNA EST EMBL:D34828 comes from this gene; 
cDNA EST EMBL:D35545 comes from this gene; cDNA EST 
EMBL:D35631 comes from this gene; cDNA EST 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



278658 

87440_1.R1011 

LIB3069-056-Q1-K1-A9 

BLASTX 

g4574141 

464 

2.0e-46 

105 

86 

(AF073698) cysteine synthase [Oryza sativa] 
278659 

87450_1.R1011 

uC- zmf lb7 3 1 5 9d0 6b2 

BLASTX 

g4522009 



38857 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 '-most EST 



663 

l.Oe-102 

331 

58 

(AC007069) unknown protein [Arabidopsis thaliana] 
278660 

87450_2.R1011 

uC-zmflmol7168e04bl 

BLASTX 

g4522009 

516 

2.0e-52 

156 

61 

(AC007069) unknown protein [Arabidopsis thaliana] 
278661 

87450_3,R1011 

dyk700104977.hl 

BLASTX 

g4522009 

695 

3.0e-73 

264 
52 

(AC007069) unknown protein [Arabidopsis thaliana] 
278662 

87451_1.R1011 
cyk700050777.fl 

278663 

87452_1.R1011 
LIB3069-056-Q1-K1-C11 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278664 

87457_1,R1011 

uC- zmrob7 30 66h0 9bl 

BLASTX 

g3402715 

207 

5.0e-16 

166 
31 

(AC004261) unknown protein [Arabidopsis thaliana] 
278665 

87462_1.R1011 

LIB30 69-05 6-Ql-Kl-Dll 



Seq. No. 
Contig ID 
5 '-most EST 



278666 

87462_2.R1011 
uC-zmflb7338 9c02al 



Seq. No. 
Contig ID 



278667 

87466 l.RlOll 



38858 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rvt700549877 .hi 

BLASTX 

gl742965 

272 

l.Oe-23 

164 

35 

{Y09562) HAPp48,5 protein [Arabidopsis thaliana] 
278668 

87471_1.R1011 

uC-zmflb73301g05b2 

BLASTX 

g3252805 

183 

2.0e-13 

126 

37 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
>gi_3650027 (AC005396) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5^, -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278669 

87474_1.R1011 
uC-zmflB73042d06bl 

278670 

87479_1.R1011 

nbm700471119.hl 

BLASTX 

g3738200 

229 

l.Oe-18 

221 

29 

(AL031855) putative vacuolar membrane protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278671 

87500_1.R1011 

uC-zmroteosinte07 5c03bl 

BLASTX 

g3176671 

810 

l.Oe-86 

318 
50 

(AC004393) Contains similarity to hypothetical gene B0495.7 
gb 687822 from C. elegans cosmid gb_U21317. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278672 

87504_1.R1011 
uC-2mflmol7 015f05bl 



Seq. No. 

Contig ID 



278673 

87516 l.RlOll 



38859 



5 '-most EST 



uC-zmflmol7181g09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278674 

87526_1.R1011 

LIB3069-057-Q1-K1-D11 

BLASTX 

g4164473 

158 

2.0e-10 

70 
53 

(AF061157) negatively light-regulated protein [Vernicia 
fordii] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278675 

87539_1.R1011 
uC-zmflmol7138g05bl 

278676 

87548_1.R1011 

uC-zmflmol7223d07bl 

BLASTX 

g3559807 

717 

7.0e-76 

164 

81 

{Y15628) HCF136 protein [Arabidopsis thaliana] 
278677 

87550_1.R1011 

LIB3069-057-Q1-K1-H4 

BLASTX 

gl944575 

525 

l.Oe-53 

128 
73 

{Z94058) pectinesterase [Lycopersicon esculentum] 
278678 

87564_1.R1011 

pmx700088594.hl 

BLASTX 

g2129630 

150 

l.Oe-09 

64 

41 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



278679 

87570__1.R1011 

uC-zmflb73305c04b2 

BLASTN 



38860 



NCBI GI 


g3821780 




BLAST score 


34 




E value 


2.0e-09 




Match length 


34 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA clone 


27A6-1 


Seq. No. 


278680 




Contig ID 


87583 l.RlOll 




5 '-most EST 


LIB3070-001-Q1-N1-D1 




Seq. No. 


278681 




Contig ID 


87590 l.RlOll 




5 '-most EST 


gwl700618374.hl 




Method 


BLASTX 




NCBI GI 


gll72995 




BLAST score 


203 




E value 


4.0e-16 




Match length 


79 




% identity 


57 


>gi_10 


NCBI Description 


60S RIBOSOMAL PROTEIN L22 



90_pir S52084 ribosomal 

protein L22 - rat >gi__710295_emb_CAA55204_ {X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi__1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 



Seq. No. 

Contig ID 
5 '-most EST 



278682 

87622_1.R1011 
LIB3070-001-Q1-N1-H2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278683 

87662_1.R1011 

LIB3070-002-Q1-N1-E1 

BLASTX 

g4218120 

300 

5.0e-27 

81 

62 

{AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278684 

87675_1.R1011 

wyr700243884.hl 

BLASTX 

g3202044 

415 

l.Oe-40 
151 

52 

(AF0694 92) SONA 
278685 

87678_1.R1011 
cat700017347.rl 



[Emericella nidulans] 



38861 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278686 

87702__1.R1011 

uC-zinflb73067e05bl 

BLASTX 

g4585142 

952 

l.Oe-103 

306 
62 

(AF088276) NADPH oxidase; 
esculentum] 



gp91; phox homolog [Lycopersicon 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278687 

87704_1.R1011 

LIB3070-003-Q1-N1-A9 

BLASTX 

g4581111 

154 

6.0e-10 

139 
32 

(AC005825; 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278688 

87722_1.R1011 
wyr700243160.hl 

278689 

87746__1.R1011 

LIB307 0-003-Q1-N1-F4 

BLASTX 

g2149640 

740 

l.Oe-78 

169 

81 

(U91995) Argonaute protein [Arabidopsis thaliana] 
278690 

87754_1.R1011 

uC-zmflb73026h07bl 

BLASTX 

g4371280 

283 

l.Oe-45 

154 

66 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
278691 

87759_1.R1011 
uer700580787.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278692 

87773_1.R1011 
LIB84-026-Q1-E1-B6 



38862 



Seq, No. 


278693 




Contig ID 


87803 l.RlOll 




5 '-most EST 


LIB3070-004-Q1-N1- 


D3 


Seq. No. 


278694 




Contig ID 


87823 l.RlOll 




5 '-most EST 


LIB3070-004-Q1-N1- 


F9 


Seq. No. 


278695 




Contig ID 


87833 l.RlOll 




.5 '-most EST 


uC-zmflmol7100h04bl 


Sea. No. 


278696 




Contig ID 


87841 l.RlOll 




5 '-most EST 


tzu700205154.hl 




Seq. No. 


278697 




Contig ID 


87845 l.RlOll 




5 '-most EST 


LIB3070-005-Q1-N1- 


-AlO 


Method 


BLASTX 




NCBI GI 


g3928758 




BLAST score 


239 




E value 


4.0e-20 




Match length 


56 




% identity 


79 




NCBI Description 


(AB007987) Lipoic 


acid 



>gi_4454462_gb_AAD20909_ (AC006234; 
synthase [Arabidopsis thaliana] 



putative lipoic acid 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278698 

87846_1.R1011 

uC-zmflmol7066e04bl 

BLASTX 

g2651295 

329 

6.0e-30 

241 
42 

(AC002336) hypothetical protein [Arabidopsis thaliana] 
278699 

87846_2.R1011 
LIB3070-005-Q1-N1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



278700 

87846_3.R1011 
xmt700259840.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278701 

87848_1.R1011 
uC-zmflmol7053a07al 



Seq. No. 
Contig ID 
5 '-most EST 



278702 

87848_2.R1011 
xjt700092950.hl 



38863 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



278703 

87855_1.R1011 
xdb700339924.hl 

278704 

87857_1.R1011 

uer700579987.hl 

BLASTX 

g4406372 

410 

l.Oe-42 
143 
59 

(AF109156) 
glomerata] 



thiosulfate sulfurtransf erase [Datisca 



278705 

87864_1.R1011 
pwr700451223.hl 

278706 

87873_1.R1011 
vux700158676.hl 

278707 

87873^2. RlOll 

LIB3070-005-Q1-N1-D12 

BLASTX 

g3766365 

167 

l.Oe-11 

137 
30 

(AL031907) putative cystine-rich transcriptional regulator 
[Schizosaccharomyces pombe] 

278708 

87894_1.R1011 

LIB3070-005-Q1-N1-F5 

BLASTX 

g2352795 

351 

4.0e-33 

109 

67 

{AF007793) retinoblastoma-related protein 1 [Zea mays] 
278709 

87900_1.R1011 
uer700582875.hl 

278710 

87905_1.R1011 
gct701177401.hl 

278711 

87909 l.RlOll 



38864 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hvj700620113.hl 

BLASTX 

g4097547 

185 

7.0e-14 

68 
53 

{U64906) ATFP3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278712 

87909_2.R1011 
LIB3070-005-Q1-N1-H3 



Seq. No. 
Contig ID 
5 '-most EST 



278713 

87914__1.R1011 
LIB3070-005-Q1-N1-H9 



Seq. No. 
Contig ID 
5 '-most EST 



278714 

87917_1.R1011 
yyf700349420.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278715 

87919_1.R1011 
LIB3070-006-Q1-N1-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278716 

87921_1.R1011 

xyt700346357.hl 

BLASTX 

g3298537 

200 

l.Oe-15 

107 

46 

(AC004681) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278717 

87943_1.R1011 
LIB3070-006-Q1-N1-C8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278718 

87963_1.R1011 

LIB3070-006-Q1-N1-E6 

BLASTX 

g4587615 

574 

2.0e-59 
135 
75 

(AC006951) 
thaliana] 



putative acyl-CoA synthetase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



278719 

87974_1.R1011 

LIB3070-006-Q1-N1-F9 

BLASTX 

g2130120 



38865 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



645 

l.Oe-67 

137 
93 

cyclin lb 
mays] 



maize >gi__516552 (U10078) cyclin IbZm [Zea 



278720 

87979_1.R1011 
LIB3070-006-Q1-N1-G2 



Seq. No. 

Contig ID 
5 '-most EST 



278721 

87998_1.R1011 
uC-zmflb73416h05al 



Seq. No. 
Contig ID 
5 '-most EST 



278722 

88007_1.R1011 
LIB3070-007-Q1-N1-B1 



Seq. No. 
Contig ID 
5 '-most EST 



278723 

88021_1.R1011 
LIB3070-007-Q1-N1-C4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



278724 

88028_1.R1011 

LIB3070-007-Q1-N1-D8 

BLASTX 

g4206209 

409 

5.0e-40 

137 

57 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ {AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



278725 

88032_1.R1011 

LIB3070-007-Q1-N1-E12 

BLASTN 

g4416300 

86 

l.Oe-40 

212 

87 

Zea mays chromosome 4 



22 kDa zein-associated intercluster 



region^ complete sequence 
278726 

88043_1.R1011 

tzu700204550.hl 

BLASTX 

g4115933 

170 

7.0e-12 

70 

67 



38866 



NCBI Description " (AF118223) contains similarity to human RNA polymerase II 
coinplex component SRB7 (GB:U52960) [Arabidopsis thaliana] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278727 

88049_1.R1011 

LIB3070-007-Q1-N1-F9 

BLASTX 

g4585987 

359 

5.0e-34 

167 

46 

(AC005287) Similar to nucleolar protein [Arabidopsis 
thaliana] 



Seg, No. 
Contig ID 
5 '-most EST 



278728 

88051_1.R1011 
LIB3070-007-Q1-N1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278729 

88056_1.R1011 

LIB3070-007-Q1-N1-G6 

BLASTX 

g2392895 

244 

l.Oe-20 

94 

48 

{AF017056) brassinosteroid insensitive 1 
thaliana] 



[Arabidopsis 



278730 

88069^1. RlOll 

LIB3070-008-Q1-N1-A10 

BLASTN 

g56539 

103 

l.Oe-50 

309 
98 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



278731 

88078_1.R1011 
LIB3070-008-Q1-N1-A9 

278732 

88088_1.R1011 

fwa700098521.hl 

BLASTX 

g2499570 

698 

7.0e-74 

149 

87 



38867 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN-L-ISOASPARTATE 0-METHYLTRANSFERASE 

(PROTEIN-BETA-ASPARTATE METHYLTRANSFERASE ) (PIMT) (PROTEIN 
L-ISOASPARTYL METHYLTRANSFERASE) (L-ISOASPARTYL PROTEIN 
CARBOXYL METHYLTRANSFERASE) >gi_414332 (L07941) 
L-isoaspartyl methyltransf erase [Triticum aestivum] 

278733 

88131_1.R1011 

xsy700209537.hl 

BLASTX 

g4033396 

752 

7.0e-80 
273 
55 

DNA GYRASE SUBUNIT B >gi_27 60177_db j_BAA2 4 187_ 
subunit of DNA gyrase [Bacillus sp.] 



(AB010081) B 



278734 

88138_1.R1011 
LIB3070-009-Q1-N1-A12 

278735 

88143_1.R1011 
fdz701160692.hl 

278736 

88155_1.R1011 
LIB3070-00 9-Q1-N1-C2 

278737 

88159__2.R1011 
uer700583594.hl 
BLASTX 
g4582434 
190 

l.Oe-14 
48 
77 

NCBI Description (AC007196) unknown protein [Arabidopsis thaliana] 



Seq. No. 


278738 


Contig ID 


88159 3.R1011 


5 '-most EST 


cat700018517.rl 


Seq. No. 


278739 


Contig ID 


88173 l.RlOll 


5 '-most EST 


uC-zmflb73059f02a2 


Seq. No. 


278740 


Contig ID 


88176 l.RlOll 


5 '-most EST 


uwc700153951.hl 


Method 


BLASTX 


NCBI GI 


g4585976 


BLAST score 


282 


E value 


5.0e-25 


Match length 


81 



38868 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



% identity 65 , 

NCBI Description (AC005287) Unknown protein [Arabidopsis thalxana] 



Seq. No. 
Contig ID 
5 '-most EST 



278741 

88181_1.R1011 
vux700159614.h2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278742 

88185_1.R1011 
uer700582359.hl 

278743 

88188_1.R1011 
LIB3070-014-Q1-N1-E7 

278744 

88205_1.R1011 

uC-zmrob73080f08bl 

BLASTX 

g4263517 

420 

5.0e-41 

190 
47 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278745 

88212_1.R1011 
LIB3070-010-Q1-N1-B1 



Seq. No. 
Contig ID 
5 '-most EST 



278746 

88222_2.R1011 
ceu700431784.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278747 

88239__1.R1011 
uwc700150128.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278748 

88245_1.R1011 
LIB3070-010-Q1-N1-E7 

278749 

88247_2.R1011 

LIB3070-010-Q1-N1-E9 

BLASTX 

g416564 

901 

l.Oe-97 

177 
95 

ABCISIC ACID-INDUCIBLE 
>gi 422013_pir A46408 



PROTEIN KINASE 
abscisic acid- inducible 



serine/ threonine protein kinase homolog - wheat (fragment) 



38869 



>gi 170664 {M94726) protein kinase [Triticum aestivum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278750 

88264_1.R1011 

nwy700445008.hl 

BLASTX 

g3789917 

161 

7.0e-ll 

85 
42 

(AF084 928) erythroblast macrophage protein EMP [Homo 
sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278751 

88292__1.R1011 

fdz701158.674.hl 

BLASTX 

g4415933 

166 

l.Oe-11 

71 

44 

(AC006418) putative cellular apoptosis susceptxbility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 {AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278752 

88310_1,R1011 
cat700019653.rl 



Seq. No. 

Contig ID 
5 '-most EST 



278753 

88326_1.R1011 
LIB307 0-011-Q1-N1-G3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278754 

88328__1.R1011 

ceu700422280.hl 

BLASTX 

g3334739 

286 

3.0e-25 

154 

45 

(AJ005892) JM23 



[Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



278755 

88383_1.R1011 
LIB3070-012-Q1-N1-F1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



278756 

88397_1.R1011 
xsy700214109.hl 
BLASTX 
g4186184 



38870 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 » -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



196 

l.Oe-14 

134 
29 

(AF111168) unknown [Homo sapiens] 
278757 

88406_1.R1011 
LIB3070-012-Q1-N1-H12 

278758 

88411__1.R1011 
uC-zmflmol7242a04bl 

278759 

88420_1.R1011 
LIB3070-013-Q1-N1-B1 

278760 

88434_1.R1011 

uC-zmflb73147a02bl 

BLASTX 

g2213594 

451 

l.Oe-44 

195 

45 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
278761 

88434_2.R1011 

uC-zmroteosinte008e06bl 

BLASTX 

g2213594 

172 

4.0e-12 

110 

36 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
278762 

88437_1.R1011 
uwc700150284.hl 

278763 

88437_2.R1011 
qmh700030667.fl 

278764 

88442_1.R1011 

LIB3070-013-Q1-N1-D7 

BLASTX 

g4538948 

374 

l.Oe-35 

133 

53 



38871 



NCBI Description (AL049483) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



278765 

88449_1.R1011 
LIB3070-013-Q1-N1-E6 

278766 

88467_1.R1011 

uC-zmroteosintel20f 05b2 

BLASTX 

g4566505 

374 

7.0e-36 

86 
79 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 

278767 

88467_3.R1011 

LIB3070-013-Q1-N1-G9 

BLASTN 

g347843 

156 

2.0e-82 

188 

95 

Zea mays globulin-1 gene, promoter region 
278768 

88479_2.R1011 

LIB3070-014-Q1-N1-A2 

BLASTX 

g2735008 

261 

l.Oe-22 

61 

90 „ 
(U81960) kinase associated protein phosphatase [Zea mays] 

278769 

88485_4.R1011 
yyf700350478.hl 

278770 

88500_1.R1011 
LIB3070-014-Q1-N1-C7 

278771 

88501_1.R1011 
uC-zmflmol7 068gllb2 

278772 

88501_2.R1011 
hbs701182279.hl 



Seq. No. 



278773 



38872 



Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88506_1.R1011 

uC- zmf Imo 17044d05al 

BLASTX 

g2623300 

307 

5.0e-28 

71 

85 

(AC002409) putative protein phosphatase 2C [Arabidopsis 
thaliana] 

278774 

88529_1.R1011 

qmh700028444.fl 

BLASTX 

g3176687 

455 

4.0e-45 

138 

65 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278775 

88540__1.R1011 
LIB307 0-016-Q1-N1-E9 



Seq. No. 

Contig ID 
5 '-most EST 



278776 

88559_1.R1011 
cyk700051035.fl 



Seq. No. 
Contig ID 
5 '-most EST 



278777 

88629_1.R1011 
LIB3070-016-Q1-N1-B3 



Seq. No. 
Contig ID 
5 '-most EST 



278778 

88639_1.R1011 
LIB307 0-016-Q1-N1-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278779 

88643_1.R1011 

uC-zmflb73255dl2bl 

BLASTX 

g3885336 

413 

4.0e-40 

179 
48 

(AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278780 

88663_1.R1011 
uC-2mroteosinte099gllb2 



38873 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278781 

88680_1.R1011 

LIB3070-016-Q1-N1-H12 

BLASTX 

g4566505 

395 

4 . Oe-64 

219 

58 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278782 

88682^1. RlOll 

ymt700219829.hl 

BLASTX 

g2950478 

168 

l.Oe-11 

77 

45 

(AL022070) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



278783 

88682_2.R1011 
wyr700239771.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278784 

88686_1.R1011 
uC-zmflb73097f01a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278785 

88690_1.R1011 

wyr700244078.hl 

BLASTX 

g4539383 

479 

2.0e-98 

331 

54 

(AL035526) putative protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



278786 

88726_1.R1011 
LIB3117-001-Q1-K1-D7 



Seq. No. 
Contig ID 
5 '-most EST 



278787 

88728_1.R1011 
LIB3117-001-Q1-K1-D9 



Seq. No. 

Contig ID 
5 '-most EST 



278788 

88734_1,R1011 
LIB3117-001-Q1-K1-E5 



Seq. No. 
Contig ID 



278789 

88737 l.RlOll 



38874 



5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



LIB3117-001-Q1-K1-F12 

BLASTX 

g3935168 

294 

3.0e-26 

90 
67 

(AC004557) 



F17L21.11 [Arabidopsis thaliana] 



278790 

88749__1.R1011 
dyk700106306.hl 

278791 

88762_1.R1011 

uC-zmroteosinte0 61b07b2 

BLASTX 

g4539344 

351 

4.0e-66 

256 
57 

{AL035539) putative protein [Arabidopsis thaliana] 
278792 

88765_1.R1011 

LIB3117-002-Q1-K1-B5 

BLASTX 

g3776011 

289 

6.0e-26 

141 

45 

(AJ010469) RNA helicase [Arabidopsis thaliana] 
278793 

88780_1.R1011 

uwc700152296.hl 

BLASTN 

g3821780 

36 

l,0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
278794 

88785_1.R1011 
xsy700213002.hl 

278795 

88785_2.R1011 
LIB3117-002-Q1-K1-D9 



Seq. No. 
Contig ID 
5 '-most EST 



278796 

88793_1.R1011 
LIB3117-002-Q1-K1-F10 



38875 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4586061 

584 

4.0e-60 

136 
78 

(AC007020) 



putative BOPl protein [Arabidopsis thaliana] 



278797 

88814_1.R1011 

LIB3117-002-Q1-K1-H12 

BLASTX 

gl00226 

176 

2.0e-12 

84 

40 

hypothetical protein - tomato >gi_19275__emb_C7U^78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

278798 

88815_1.R1011 
LIB3117-002-Q1-K1-H3 

278799 

88845_1.R1011 

uC - zmf Imo 17186fllbl 

BLASTX 

g2828280 

357 

7.0e-34 

79 

82 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA167 62_ (AL021711) putative protein 
[Arabidopsis thaliana] 

278800 

88847^1. RlOll 
wyr700241060,hl 

278801 

88875_1.R1011 
wyr700240236.hl 

278802 

88891_1.R1011 

wty700167518.hl 

BLASTX 

g3834307 

312 

2.0e-28 

157 

42 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 



38876 



Seq. No. 
Contig ID 
5 '-most EST 



putative protein from Arabidopsis thaliana BAG gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

278803 

88901_1.R1011 
pwr700451016.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278804 

88908_1.R1011 
LIB3I17-004-Q1-K1-D2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278805 

88948_1.R1011 

LIB3117-005-Q1-K1-D10 

BLASTX 

g3047083 

608 

6.0e-63 

141 

80 

(AF058914) similar to FLAP endonuclease-1 
[Arabidopsis thaliana] 



(SW:P39748) 



Seq. No. 
Contig ID 
5 '-most EST 



278806 

88952_1.R1011 
LIB3117-005-Q1-K1-E2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



278807 

88962_1.R1011 

hvj700624244 .hi 

BLASTN 

g4519188 

53 

l.Oe-20 

155 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K21L19, complete sequence 

278808 

88966_1.R1011 
uC-zmflb73071g02b3 



Seq. No. 
Contig ID 
5 '-most EST 



278809 

88971_1,R1011 
LIB3117-007-Q1-K1-A11 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



278810 

88976_1.R1011 

uC-zmflmol7038b04bl 

BLASTX 

g2911075 

505 

4 .Oe-51 

157 

64 



38877 



NCBI Description (AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278811 

89011_1.R1011 
LIB3117-006-Q1-K1-F1 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278812 

89067_1.R1011 
cat700016849.rl 

278813 

89103_1.R1011 

pmx700087636.hl 

BLASTX 

g3860273 

145 

5.0e-09 

48 
67 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
>gi_4314398_gb_AAD15608_ {AC006232) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



278814 

89159_1.R1011 
LIB3117-009-Q1-K1-G4 

278815 

89176_1.R1011 

LIB3117-010-Q1-K1-E11 

BLASTX 

g3063449 

639 

8.0e-67 

188 
67 

(AC003981) F22013.il [Arabidopsis thaliana] 
278816 

89202_1.R1011 

rvt700550662.hl 

BLASTX 

g3021270 

339 

2.0e-31 

207 
38 

(AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 

278817 

89210_1.R1011 
afb700381519.hl 



Seq. No, 
Contig ID 
5 '-most EST 



278818 

89246_1.R1011 
ceu700432266.hl 



38878 



(i 



O cr • IN ♦ 


f O O J. -/ 




oy^D'i i.Kiuii 


5 '-most EST 


yyf700349579.hl 


Method 


BLASTX 




g'i 0 O 41 i D 0 




1 / /I 


E value 


/ . ue—uy 


Matcn lengtn 




% identity 




NCBI Description 


[ixo^/i) oUNAip [Viuis vinireraj 


beq, NO. 


Q Q 0 n 
Z / 0 0 z u 






5 '-most EST 


LIB31T7-012-Q1-K1-C1 


Method 


BLASTX 




gx 0 D DU y D 


T TV O ^ >^ -1^ 

bLAbl score 


0*7 '5 
Z / O 


E value 


C Ply-^ O /I 

0 , Ue-Z4 


Match length 




% identity 




NCBI Description 


(Y09113) dioxygenase [Marah macrocarpus] 


Seq. No. 


O T O O O 1 

z /ooZi 


Contig ID 


oyzoJ l.RlUil 


5 '-most EST 


LIB3117-012-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


goUo / 1 31 


BLAST score 




E value 


2.0e-50 


Match length 


125 


% identity 


/Z 


NCBI Description 


(AJuUilbo) ABCl protein LAraJDiaopsis tnaliana 


Seq. No. 


O T O O O O 

z/yyzz 


Contig ID 


yyzbso i.Riuii 


0 -most tiSl 


uC-zmtlmol /illDUzal 


o e q . LN o * 


o 7 Q Q o '5 
Z / O oZo 


L-onmy xu 


oyolo i.Kiuii 


5 '-most EST 


yne700379503.hl 


Method 


BLASTX 




g4 4 oZ 0 4 0 


BLAST score 


ZOZ 


E value 


z . ue-zl 


Match lengtn 


0 1 


-6 icLentity 


bo 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thali. 




97000/1 

Z / 0 0 Z 


Contig ID 


89339 l.RlOll 


5 '-most EST 


LIB3117-013-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4585708 


BLAST score 


594 


E value 


2.0e-61 


Match length 


130 




38879 



% identity 82 . 

NCBI Description (AJ238117) putative phospholipase A2 [Oryza sativa] 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278825 

89397_1.R1011 
uC-zmflb73264d05bl 

278826 

89415_1.R1011 

hvj700619633.hl 

BLASTX 

g3212852 

208 

2.0e-34 

171 

51 

(AC004 005) unknown protein [Arabidopsis thaliana] 
278827 

89415_3.R1011 

LIB3136-058-Q1-K1-A2 

BLASTX 

g3212852 

315 

8.0e-29 

174 

41 

(AC004005) unknown protein [Arabidopsis thaliana] 
278828 

89419_1.R1011 
ypc700799551.hl 

278829 

89423_1.R1011 
LIB3117-015-Q1-K1-C1 

278830 

89431_1.R1011 
LIB3117-015-Q1-K1-D10 

278831 

89439__1.R1011 

uC-zmflb73185b05bl 

BLASTX 

g4585995 

264 

5.0e-23 

89 
62 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
278832 

89448_1.R1011 

uC- zmf lb7 3299gl0bl 



Seq. No. 



278833 



38880 



Contig ID 


89454 l.RlOll 


5 '-most EST 


LIB3117-015-Q1-K1-G1 


Seq. No. 


278834 


Contig ID 


89464 l.RlOll 


5 '-most EST 


LIB3118-001-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g4106527 


BLAST score 


77 


E value 


3.0e-35 


Match length 


324 


% identity 


56 


NCBI Description 


Mus musculus Pontin52 


Seq. No. 


278835 


Contig ID 


89580 l.RlOll 


5 '-most EST 


ceu700434265.hl 


Seq. No. 


278836 


Contig ID 


89580 2,R1011 


5 '-most EST 


uC-zmflmol7G52b08al 


Seq. No. 


278837 


Contig ID 


89589 l.RlOll 


5 '-most EST 


uC-zmflmol7 310cl0al 


Seq. No. 


278838 


Contig ID 


89594 l.RlOll 


5 '-most EST 


LIB3118-003-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3925277 


BLAST score 


170 


E value 


5.0e-12 


Match length 


78 


% identity 


42 


NCBI Description 


{AL032643) similar tc 



UPF0034, Double-stranded RNA binding motif; cDNA EST 
yk48 9b3.5 comes from this gene; cDNA EST yk439g7.5 comes 
from this gene [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278839 

89623_1.R1011 

dyk700102225.hl 

BLASTX 

g3269288 

303 

6.0e-50 

163 

64 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



278840 

89623__2.R1011 

uC-zmflb73130f07b2 

BLASTX 

g3269288 

311 



38881 



E value 
Match length 
% identity 
NCBI Description 

Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



Seq. No. 

Contig ID 



3,0e-28 

74 

76 

{AL030978) putative protein [Arabidopsis thaliana] 
278841 

89629^1. RlOll 

uC-zmroteosinte009a07bl 

BLASTX 

g4150963 

252 

5.0e-21 

163 
37 

(Y18620) DsPTPl protein [Arabidopsis thaliana] 
278842 

89635_1.R1011 

pwr700449332,hl 

BLASTX 

g2495724 

376 

l,0e-35 

169 

47 

HYPOTHETICAL PROTEIN KIAA0249 >gi_16657 67_dbj_BAA13380_ 
(D87436) Similar to Human KIAA0188 protein [Homo sapiens] 

278843 

89670_1.R1011 

LIB3118-00 6-Q1-K1-C5 

BLASTX 

g4588758 

221 

5.0e-18 

56 

77 

(AF115476) rac-like GTP binding protein [Physcomitrella 
patens] 

278844 

89680_1.R1011 

LIB3118-006-Q1-K1-D7 

BLASTX 

g3250692 

246 

4.0e-21 

56 
77 

(AL024486) putative protein [Arabidopsis thaliana] 
278845 

89696_2.R1011 
LIB3118-006-Q1-K1-G7 

278846 

89710 l.RlOll 



38882 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73008c07bl 

BLASTX 

g2653885 

274 

2.0e-46 

160 

58 

(AF027408) phospholipase D-gamma; PLD-gamma [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278847 

89720_1.R1011 
LIB3118-007-Q1-K1-D2 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278848 

89735_1.R1011 

uer700580846.hl 

BLASTX 

g731651 

233 

5.0e-19 

133 

39 

HYPOTHETICAL ALDEHYDE-DEHYDROGENASE LIKE PROTEIN IN 

PUT2-SRB2 INTERGENIC REGION >gi_626608_pir S46746 

hypothetical protein YHR039c - yeast (Saccharomyces 
cerevisiae) >gi_488180 (U00062) Yhr039cp [Saccharomyces 
cerevisiae] 



Seq. No. 

Contig ID 
5 '-most EST 



278849 

89746_1.R1011 
fdz701158596.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278850 

89752^1. RlOll 

uC-zmflmol7323f02al 

BLASTN 

gl657763 

193 

l.Oe-104 

387 

88 

Zea mays retrotransposon Ji-3 5' 
site DNA sequence 



LTR and primer binding 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278851 

89752_2.R1011 

uC-zmflmol7128dl2bl 

BLASTN 

gl213278 

262 

l.Oe-145 

438 

90 

Z.mays ZEMb gene 



Seq. No. 



278852 



38883 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89752_3.R1011 

LIB3118-008-Q1-K1-A1 

BLASTN 

g3452296 

263 

l.Oe-146 

493 
89 

Zea mays retrotransposon Ji-4 



3' LTR, partial sequence 



Seq. No, 
Contig ID 
5^ -most EST 



278853 

89778_1.R1011 
LIB3118-008-Q1-K1-C7 



Seq. No. 

Contig ID 
5 '-most EST 



278854 

89795_1,R1011 
fdz701158426.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278855 

89805_1.R1011 
LIB3118-008-Q1-K1-G2 



Seq. No. 

Contig ID 
5 '-most EST 



278856 

89811_1.R1011 
LIB3118-011-Q1-K1-G12 



Seq. No. 
Contig ID 
5 '-most EST 



278857 

89901_2.R1011 
LIB3118-010-Q1-K1-F8 



Seq. No. 

Contig ID 
5 '-most EST 



278858 

89922_1,R1011 
LIB3118-011-Q1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



278859 

89937_1.R1011 
LIB3137-002-Q1-K1-H8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278860 

89970_1.R1011 

LIB3118-011-Q1-K1-H5 

BLASTX 

g3176709 

247 

l.Oe-20 

184 

30 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 



Seq, No. 

"Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



278861 

90011_1.R1011 

LIB3118-012-Q1-K1-E2 

BLASTX 

g4432870 

447 



38884 



E value 
Match length 
% identity 
NCBI Description 



2.0e-44 

151 

54 

(AC006300) putative selenium-binding protein, 3' partial 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5^ -most EST 



278862 

90024_1.R1011 
LIB3118-012-Q1-K1-G3 



Seq. No. 
Contig ID 
5 '-most EST 



278863 

90082_1.R1011 
ymt700219619.hl 



Seq. No. 
Contig ID 
5 '-most EST 



278864 

90103_1.R1011 
LIB3118-014-Q1-K1-D9 



Seq. No. 

Contig ID 
5 '-most EST 



278865 

90104_1,R1011 
LIB3118-014-Q1-K1-E1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278866 

90112_1.R1011 

LIB3118-014-Q1-K1-G1 

BLASTX 

g4138290 

214 

4.0e-17 

57 
67 

(AJO 05841) thioredoxin 



M [Oryza sativa] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278867 

90121_1.R1011 

LIB3118-014-Q1-K1-H5 

BLASTX 

g2781345 

185 

2.0e-13 

84 
50 

(AC003113) F2401.2 [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



278868 

90130_1.R1011 
uC-2mflmol7126c04bl 



Seq. No. 
Contig ID 
5 '-most EST 



278869 

90135_1.R1011 
LIB3136-001-P1-K1-B12 



Seq. No. 
Contig ID 
5 '-most EST 



278870 

90135_2.R1011 
xmt700264714.hl 



Seq. No. 



278871 



38885 



Contig ID 


90138 l.RlOll 




5 '-most EST 


LIB3136-001-P1-K1 


-B4 


Seq. No, 


278872 




Contig ID 


90172 l.RlOll 




5 ' -most EST 


LIB3136-001-P1-K1 


-FIO 


Seq. No. 


278873 




Contig ID 


90193 l.RlOll 




5 ' -most EST 


LIB3136-001-P1-K1 


-H8 


O C • ^.J • 


278874 




Pnnt "i a ID 


90196 l.RlOll 




5 '-most EST 


xmt700263249.hl 




Spa No 


278875 




Contig ID 


90204 l.RlOll 




5 '-most EST 


LIB3136-002-P1-K1 


-A4 


Method 


BLASTX 




NCBI GI 


g4063751 




BLAST score 


222 




E value 


7.0e-18 




Match length 


153 




% identity 


34 




NCBI Description 


(AC005851) putative w 



>gi_4 510409__gb_AAD214 95.1__ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278876 

90222__1.R1011 

LIB3136-002-P1-K1-C11 

BLASTX 

g2245064 

150 

8.0e-10 

62 

55 

(Z97342) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278877 

90223_1.R1011 

uC-zmflb73116bl0b2 

BLASTX 

g2702277 

338 

4.0e-31 

310 

38 

(AC003033 
thaliana] 



putative cyclin g-associated Icinase [Arabidopsis 
>gi_2914689 (AC003974) putative cyclin 



g-associated Icinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



278878 

90236_1.R1011 

LIB3136-002-P1-K1-D3 

BLASTX 

g3482921 



38886 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



260 

2.0e-22 

78 

60 

(AC00397G) 



Unknown protein [Arabidopsis thaliana] 



278879 

90253_1.R1011 

LIB3136-0Q2-P1-K1-F1 

BLASTN 

g2340107 

40 

3.0e-13 

56 
93 

Zea mays starch branching enzyme Ila 
cds 



[Sbe2a) mRNA, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278880 

90255_1.R1011 

LIB3136-002-P1-K1-F11 

BLASTN 

g3821780 

36 

2.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
278881 

90277_1.R1011 

uC-zmflmol7035gl0bl 

BLASTX 

g4539423 

446 

5.0e-44 

121 

72 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

278882 

90277_2.R1011 
xmt700258071.hl 

278883 

90278_1.R1011 

xsy700217770.hl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



278884 



38887 





90281 2.R1011 




wf7nn^348973 hi 


Method 


BLASTX 


NCBI GI 


g2760844 




200 


E value 




Match length 


118 


% identity 


54 


jNUoX uesciripi-xuii 


^Arno^ins^ hvnothetical Drot 


beq. NO - 


^ / o o o u 


LontLLg lu 




D luOSU iliD i 


LTB3136-003-O1-K1-A2 


D e q . IN o . 


97 ft ft R 




90289 l.RlOll 




T,TR^1 3^6-0 0 3-01 -K1-A5 


Method 






a3287 693 


BLAST score 


704 


E value 


2.0e-74 




155 


"6 laenLXT-y 


80 


NLbi uescxipi-ion 


/apnn3Q7Q^ ^iTn-ilar to LIM17 




■hV^^^ rT^r^r^Tn^ lO f" Q ^/Ti O f^Vl i c; 




UllCt-LXCLiiCl J 


Seq, No, 


97ft ftft 7 
z, / o o o / 


L^oiii^xy ±iJ 


90292 1 RlOll 


0 lUOSU IIjOI 


ant70Tl73885 hi 


Method 


BLASTX 


NCBI GI 


g4539437 


rsLi/ib 1 score 


9^9 
z o z 


E value 


9 PiQ — 1 Q 

z • ue X 


Match length 


100 


% identity 


46 


LNUjDX USSQi Xp L -LCJXi 


^AT■n49'^23) Dutative orotein 


beg. NO. 


97 ft ft ft ft 

Z. / 0 O O O 


oonng lu 




D lUOSU IJOI 


nP — 7Tn rntpn*^ "i nt eOlldl Ibl 


beg. NO. 


97ftft ft Q 

Z / 0 0 0 3? 


Contig ID 


90302 1. RlOll 


5 '-most EST 


uC-zmflmol7017f01bl 


Method 


BLASTX 


NCBI GI 


g3901268 


BLAST score 


239 


E value 


8,0e-20 



gb_D90916. [Arabidopsis 



Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 



149 
36 

(AF060173) SV2 related protein [Rattus norvegicus] 
278890 

90304_1. RlOll 

LIB3136-003-Q1-K1-B9 

BLASTX 



38888 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2224547 
361 

2.0e-41 

168 

51 

(AB002301) KIAA0303 [Homo sapiens] 
278891 

90304__2.R1011 

pmx700085123.hl 

BLASTX 

g3874215 

185 

8.0e-20 

76 
66 

(Z83217) predicted using Genefinder; Similarity with Mouse 
protein kinase (TR:G406058) ; cDNA EST EMBL:D27750 comes 
from this gene; cDNA EST EMBL:D27749 comes from this gene; 
cDNA EST EMBL:D338 94 comes from this gene; cDNA EST E 



Seq. No. 

Contig ID 
5 '-most EST 



278892 

90309_1.R1011 
LIB3136-003-Q1-K1-D10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278893 

90310_1.R1011 

LIB3136-003-Q1-K1-C4 

BLASTX 

g4235646 

153 

3.0e-10 

81 

41 

(AF119041) SCOA [Lycopersicon esculentum] 
278894 

90312_1.R1011 
rvl700457507.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



278895 

90341_1.R1011 

LIB3136-003-Q1-K1-F11 

BLASTX 

g3150406 

385 

3.0e-37 

125 
55 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 

278896 

90342_1.R1011 

uC-zmflmol7263h04bl 

BLASTX 

g4512263 



38889 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



691 

8.0e-73 

153 

90 

(AB018526) H+/Ca2+ exchanger 2 [Ipomoea nil] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278897 

90345_1.R1011 

uC-zmflmol70113g04bl 

BLASTX 

g3287696 

521 

l.Oe-62 

214 
57 

(AC00397 9) Strong similarity to phosphoribosylanthranilate 
transferase gb_D8 6180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region, 

[Arabidopsis thaliana] 



Seq, No, 
Contig ID 
5 '-most EST 



278898 

90358_1.R1011 
LIB3136-003-Q1-K1-H10 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278899 

90359_1.R1011 

xjt700092561.hl 

BLASTX 

g2245378 

571 

2.0e-58 

328 
45 

(U83245) auxin response 



factor 1 [Arabidopsis thaliana] 



Seq, No, 
Contig ID 
5 '-most EST 



278900 

90380_1,R1011 
LIB3136-004-Q1-K1-A9 



Seq. No. 

Contig ID 
5 '-most EST 



278901 

90382_1,R1011 
yyf700351984.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278902 

90384_1.R1011 

LIB3136-004-Q1-K1-B12 

BLASTX 

g4325342 

753 

8.0e-80 

215 

68 

(AF128393) No definition line found [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



278903 

90390_1,R1011 
LIB3136-004-Q1-K1-B9 



38890 



Seq. No. 
Contig ID 
5 '-most EST 



278904 

90404_1,R1011 
LIB3136-004-Q1-K1-D11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



278905 

90412_1.R1011 

uC-zmroB73028h06bl 

BLASTX 

g4204912 

674 

9.0e-71 

161 

80 

(U58918) MEK kinase [Arabidopsis thaliana] 



278906 
90414 1. 



RlOll 



xsy700212054.hl 

BLASTX 

g4234941 





iDXJiT.O J. OV^WJ-C 


849 




E value 


4.0e-91 




Match length 


289 




% identity 


58 




NCBI Description 


{AF097938) cytosolic pho. 






Populus tremuloides] 




Seq. No. 


278907 




Contig ID 


90414 2. RlOll 




5 '-most EST 


LIB3136-004-Q1-K1-E10 




Method 


BLASTX 




NCBI GI 


gl408296 




BLAST score 


278 




E value 


2.0e-24 




Match length 


97 




% identity 


54 




NCBI Description 


{U61984) phosphoglucomut 




Seq. No. 


278908 




Contig ID 


90438 1. RlOll 




5 '-most EST 


LIB3136-004-Q1-K1-G2 




Method 


BLASTX 




NCBI GI 


g2462762 




BLAST score 


1116 




E value 


l.Oe-122 




Match length 


301 




% identity 


70 




NCBI Description 


(AC002292) Highly simila 



(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278909 

90465_1. RlOll 
vux700160943.hl 



Seq. No. 

Contig ID 



278910 

90477 1. RlOll 



38891 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



uC-zmflmol7271gllbl 

BLASTX 

gl737222 

1548 

l.Oe-173 

352 
79 

(U79958) 



BP-80 vacuolar sorting receptor [Pisum sativum] 



11 [Arafoidopsis thaliana] 



278911 

90488__1.R1011 
yyf700350350.hl 

278912 

90491_1.R1011 

uer700582609.hl 

BLASTX 

g4056438 

223 

8.0e-18 

179 

30 

(AC005990) F508. 
278913 

90502__1.R1011 
xmt700268144.hl 



278914 

90503_1.R1011 

ymt700219678.hl 

BLASTX 

g4455199 

376 

6.0e-36 

129 

60 

(AL035440) putative protein [Arabidopsis thaliana] 
278915 

90521_1.R1011 
LIB3136-030-Q1-K1-A7 



Seq. No. 
Contig ID 
5 '-most EST 



278916 

90524_1.R1011 
uC-zmflb73125e04b2 



Seq. No. 

Contig ID 
5 '-most EST 



278917 

90524_2.R1011 
LIB3136-005-Q1-K1-G11 



Seq. No. 

Contig ID 
5 '-most EST 



278918 

90525_1.R1011 
LIB3136-005-Q1-K1-G12 



Seq. No, 
Contig ID 



278919 

90533 l.RlOll 



38892 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3136-023-Q1-K1-B2 

BLASTX 

gl076422 

318 

5.0e-29 

108 
66 

transcription factor 0BF4 - Arabidopsis thaliana 
>gi_414 613_emb_CAA4 9524_ (X69899) ocs-element binding 
factor 4 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278920 

90533_2.R1011 

uC-zmflmol7031a07bl 

BLASTX 

gl076421 

197 

8.0e-15 

49 

82 

transcription factor TGA3 - Arabidopsis thaliana >gi__304113 
(L10209) transcription factor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



278921 

90538_1.R1011 
uC-zmflmol7060h05bl 



Seq. No. 
Contig ID 
5 '-most EST 



278922 

90565__1.R1011 
LIB3136-006-Q1-K1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278923 

90566_1.R1011 

ymt700219374.hl 

BLASTX 

g479413 

802 

7.0e-86 

188 
85 

myosin-like protein 
278924 

90572_1.R1011 
wyr700236437.hl 



- Arabidopsis thaliana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278925 

90574_1.R1011 

uwc700151829.hl 

BLASTX 

g2827699 

196 

6.0e-15 

144 

40 

(AL021684) predicted protein [Arabidopsis thaliana] 



38893 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278926 

90580_1.R1011 

fC-zmst700620624al 

BLASTX 

g399307 

576 

3.0e-59 

190 

57 

PRENYL TRANSFERASE >gi_99282_pir ^A40433 prephytoene 

pyrophosphatase dehydrogenase (crtE) homolog - Cyanophora 
paradoxa >gi_336639 {M37111) prephytoene pyrophosphate 
dehydrogenase [Cyanophora paradoxa] >gi_1016130 (U30821) 
prenyl transferase [Cyanophora paradoxa] 



Seq. No. 

Contig ID 
5 '-most EST 



278927 

90580^2. RlOll 
uwc700156126.h2 



Seq. No. 

Contig ID 
5 '-most EST 



278928 

90602__1.R1011 
LIB3136-008-Q1-K1-F10 



Seq. No. 
Contig ID 
5 '-most EST 



278929 

90618_1.R1011 
ceu700421620.hl 



Seq. No. 

Contig ID 
5 '-most EST 



278930 

90629_1.R1011 
LIB3136-006-Q1-K1-H8 



Seq. No. 

Contig ID 
5 '-most EST 



278931 

90632_1.R1011 
LIB3136-007-Q1-K1-A12 



Seq. No. 

Contig ID 
5 '-most EST 



278932 

90635_1.R1011 
LIB3136-007-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278933 

90644_1.R1011 

uC-zmflb73151f06bl 

BLASTX 

g2462822 

198 

3.0e-15 

70 

51 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



278934 

90649^1. RlOll 

tzu700205091.hl 

BLASTX 

g3393019 

459 

5.0e-62 



38894 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



236 
49 

{AL031174) 



beta-transducin [Schizosaccharomyces pombe] 



278935 

90656_1.R1011 

LIB3136-007-Q1-K1-E8 

BLASTX 

g3377800 

344 

2.0e-32 

89 
71 

(AF075597) similar to glycosyl hydrolases family 9 
(PFam: glycosyl_hydro5 . hmm, score : 100.70) [Arabidopsis 
thaliana] 

278936 

90678_1.R1011 

LIB3136-008-Q1-K1-A1 

BLASTX 

g4544409 

620 

l.Oe-64 

169 
68 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] >gi_4 585 920_gb_AAD25580 . 1_AC007 211_2 (AC007211) 
putative scarecrow homolog [Arabidopsis thaliana] 

278937 

90699_1.R1011 

LIB3137-021-Q1-K1-A4 

BLASTX 

g3928543 

299 

5.0e-29 

106 

58 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 

278938 

90701__1.R1011 

uC-zmflmol7156b08bl 

BLASTX 

g4589961 

183 

2.0e-13 

115 

11 

[AC007169) unknown protein [Arabidopsis thaliana] 

^278939 
90711__1.R1011 
xmt700264721.hl 
BLASTX 



38895 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2191149 
209 

3.0e-33 

230 

37 

(AF007269) Similar to protein kinase [Arabidopsis thaliana] 
278940 

90737_1.R1011 

uC-zmflb73012e06bl 

BLASTX 

g4566505 

323 

l.Oe-29 

112 

62 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgar e] 

278941 

90737_2.R1011 

uC-zmroB73015c05bl 

BLASTX 

g4566505 

185 

l.Oe-13 

77 

55 

{AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278942 

90755_1.R1011 
xdg700405223.hl 

278943 

90771_1.R1011 

LIB3136-009-Q1-K1-A5 

BLASTX 

g2183249 

645 

2.0e-67 

141 

85 

(AF002211) glutathione-S-transf erase [Triticum aestivum] 
>gi_4185800 (AF109714) glutathione S-transf erase [Triticum 
aestivum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



278944 

90783_1.R1011 

uC-zmroteosinte083e06bl 

BLASTX 

g3355490 

729 

4.0e-94 

244 

70 



38896 



NCBI Description (AC004218) putative dolichyl-phosphate 

beta-glucosyltransferase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278945 

90785_1.R1011 

LIB3136-009-Q1-K1-B8 

BLASTX 

g3063448 

443 

4.0e-44 

124 
64 

(AC003981) F22O13.10 



[Arabidopsis thaliana] 



278946 

90792_1.R1011 

uer700578551.hl 

BLASTX 

g4115946 

451 

l.Oe-44 

249 
41 

(AF118223) contains similarity to Ipomoea nil leaf protein 
(GB: D85101) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278947 

90809_1.R1011 

cyk700049421.fl 

BLASTX 

g2081612 

296 

9.0e-27 

76 

80 

(D49714) deltal-pyrroline-5-carboxylate synthetase [Oryza 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278948 

90817_1.R1011 
LIB3136-009-Q1-K1-G1 

278949 

90854_1.R1011 

LIB3136-010-Q1-K1-B5 

BLASTX 

g3236259 

499 

8.0e-83 

247 
65 

(AC004 684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



278950 

90857_1.R1011 
LIB3136-010-Q1-K1-B8 



38897 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl077378 

277 

2.0e-24 

145 

40 

probable membrane protein YLR222c - yeast 
cerevisiae) >gi_609371 (U19027) Ylr222cp 1 
cerevisiae] 



( Saccharomyces 
Saccharomyces 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5^ -most EST 



278951 

90878_1.R1011 

LIB3136-010-Q1-K1-D8 

BLASTX 

g3004551 

177 

8,0e-13 

119 

38 

{AC003673) hypothetical protein [Arabidopsis thaliana] 
278952 

90910_1.R1011 
LIB3136-021-Q1-K1-D5 



Seq. No, 

Contig ID 
5 '-most EST 



278953 

90912_1.R1011 
LIB3136-010-Q1-K1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278954 

90938_1.R1011 

LIB3136-011-Q1-K1-B5 

BLASTN 

g733457 

45 

3.0e-16 

57 

95 

Zea mays chlorophyll a/b-binding apoprotein CP24 (Lhcb6-1) 
mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



278955 

90943_1.R1011 

LIB3136-011-Q1-K1-B9 

BLASTX 

g4567312 

306 

2,0e-28 

120 

57 

{AC005956) hypothetical protein [Arabidopsis thaliana] 
278956 

90945_2.R1011 
uC-zmflb7 3160b06b2 



Seq. No, 



278957 



38898 





Contig ID 


90y5o LKlUll 




o -most: hib 1 


LIJd o J — U U J - y 1 - ej 1 — D o 




Method 


TIT 7\ O rn V 

BLASTX 




NCBI GI 


g3219782 




BLAST score 


257 




E value 


i . \je-Zz 




Match length 


00 




% identity 


57 




NCBI Description 


CCR4-ASS0CIATED FACTOR 1 (CAFl) >gi_7261 






protein [Mus musculus] 




Seq. No. 


278958 




Contig ID 


90971 l.RlOll 




5 '-most EST 


LIB313 6-016-Q1-K1-B10 




Seq. No. 


278959 




Contig ID 


yuy / J 1 . Klul 1 




5 ' -most EST 


LIB3136-011-Q1-K1-E8 




Method 


BLASTX 


m 


NCBI GI 


g4455359 


m 


BLAST score 


149 


^■-^ 


E value 


9 . Oe-10 




Match length 


47 


Q 


% identity 


79 




NCBI Description 


(AL035524) putative protein [Arabidopsis 


r 


Seq. No. 


278960 




Contig ID 


90975_1 .RlOll 




5 '-most EST 


rvl700457437 . hi 




Method 


BLASTN 




NCBI GI 


gl906o03 




BLAST score 


69 




E value 


2.0e-30 




Match length 


112 




% identity 


91 




NCBI Description 


Zea mays ACCase gene, intron containing > 






colonist2 retrotransposons and reverse t: 






pseudogene, complete sequence 




Seq. No. 


278961 




Contig ID 


90977_1. RlOll 




o -mosr iLo i 


LIB31b3-Ull-Ql-Kl-Go 




Seq. No. 


278962 




Contig ID 


90980_1 . RlOll 




5 '-most EST 


LIB3136-018-Q1-K1-C10 




Method 


BLASTN 




NCBI GI 


g309558 




BLAST score 


201 




E value 


1 . Oe-109 




A/r ^ V\ n ^^i^/*^4"Vi 
rjSLcn lengLii 


Z OZ 




% identity 


94 




NCBI Description 


Corn nuclear-encoded mitochondrial chape; 






gene, complete cds 




Seq. No. 


278963 




Contig ID 


91019_1. RlOll 



60 (cpn60II) 



38899 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3136-012-Q1-K1-B4 

BLASTX 

gl723480 

203 

6,0e-16 

130 

44 

HYPOTHETICAL 31.3 KD PROTEIN C17G8.08C IN CHROMOSOME I 
>gi_1213257_emb_CAA93691_ (Z69795) unknown 
[Schizosaccharoiuyces pombe] 



Seq. No. 

Contig ID 
5^ -most EST 



278964 

91039_1,R1011 
uC-zmroteosinte090bllb2 



Seq. No, 
Contig ID 
5^ -most EST 
Method 
NCBI GI 



278965 

91074_1.R1011 
ymt700220390.hl 
BLASTX 
g3355471 



BLAbi score 


oz u 


E value 


D . ue-Q^ 


Match length 


xou 


% identity 


D ^ 


NCBI Description 


t/iL-UU^iZ lo J pui-aulve ±y faupxiUE^j^ 




thaliana] 


Seq. No. 


z / o y D o 


Contig ID 


91075 l.RlUli 


5 '-most EST 


taz /Ullboioo.ni 


Method 


BLASTX 


NCBI GI 


g3297816 


BLAST score 


440 


E value 


3.0e-43 


Match length 


157 


% identity 


57 


NCBI Description 


(AL031032) putative protein 


Seq. No. 


278967 


Contig ID 


91078 l.RlOll 


5 '-most EST 


LIB3136-012-Q1-K1-H5 


Seq. No. 


278968 


Contig ID 


91079 l.RlOll 


5 '-most EST 


LIB3136-012-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


165 


E value 


l.Oe-11 


Match length 


84 


% identity 


39 


NCBI Description 


(AC003105) putative receptor 


Seq. No. 


278969 


Contig ID 


91094 l.RlOll 


5 '-most EST 


LIB3136-013-Q1-K1-B1 



38900 



Seq. No. 


278970 


Contig ID 


91108 l.RlOll 


5 ' -most EST 


ntr7G0075357.hl 


ij ^ >kJ • Ln • 


278971 


fontia ID 


91128 l.RlOll 


5 '-most EST 


uC-zmroteosinte061f 09b2 


vSpq No. 


278972 


Contig ID 


91131 l.RlOll 


5* -most EST 


uC- zmf lb7 3 2 6 6d0 lb2 


Method 


BLASTX 


NCBI GI 


g731651 


BLAST score 


606 


E value 


2.0e-62 


Match length 


337 


% identity 


41 


NCBI Description 


HYPOTHETICAL ALDEHYDE-D 



hypothetical protein YHR039c - yeast (Saccharomyces 
cerevisiae) >gi__488180 (U00062) Yhr039cp [Saccharomyces 
cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278973 

91131_2.R1011 

uC-zmroteosinte002g08bl 

BLASTX 

gl708424 

325 

9.0e-30 

117 

60 

ISOFLAVONE REDUCTASE HOMOLOG >gi__1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278974 

91131_3.R1011 

uC-zmroteosinte072b02b2 

BLASTX 

gl708424 

602 

2.0e-62 

174 

68 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 



Seq. No. 
Contig ID 
5 '-most EST 



278975 

91131_4.R1011 
xsy700214295.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



278976 

91174_1.R1011 

uC-zmflMol7002b07bl 

BLASTX 

gl753085 

332 



38901 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



l.Oe-30 

182 
46 

(U25283) leucine zipper protein [Oryza sativa] 
278977 

91174_2.R1011 
LIB3136-014-Q1-K2-A8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278978 

91175_1.R1011 

uC-zmflmol7 04 4e0 6bl 

BLASTX 

gll8719 

513 

l.Oe-51 

291 
38 

DNAJ PROTEIN >gi_72228_pir HHECDJ heat shock protein dnaJ 

- Escherichia coli >gi_145769 (M12565) heat shock protein 
dnaJ [Escherichia coli] >gi__216441_dbj__B7yv01292_ (D10483) 
DnaJ [Escherichia coli] >gi_1786197 (AE000112) chaperone 
with DnaK; heat shock protein [Escherichia coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



278979 

91177_1.R1011 

LIB3136-014-Q1-K1-B12 

BLASTX 

g2864625 

546 

8.0e-66 

146 

88 

(AL021811) putative protein [Arabidopsis thaliana] 
278980 

91180_1.R1011 
LIB3136-014-Q1-K2-B4 



Seq. No. 
Contig ID 
5 '-most EST 



278981 

91186_1.R1011 
tfd700572487.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278982 

91188_1.R1011 

LIB3136-014-Q1-K1-C11 

BLASTX 

g4490330 

770 

2.0e-82 
145 
96 

(AL035656) 
thaliana] 



splicing factor-like protein [Arabidopsis 



Seq* No, 
Contig ID 



278983 

91194 l.RlOll 



38902 



# 



5 '-most EST 



LIB3136-014-Q1-K1-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278984 

91199_1.R1011 

LIB3136-014-Q1-K1-D10 

BLASTX 

g4240207 

163 

4.0e-ll 

79 
35 

(AB020666) KIAA0859 protein [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



278985 

91215_1.R1011 
wty700167170.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278986 

91229_1.R1011 

uC-zmrob73011f09bl 

BLASTX 

gl514643 

608 

3.0e-63 

166 
72 

{Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza 



Seq. No. 

Contig ID 
5 '-most EST 



278987 

91249_1.R1011 
LIB3136-014-Q1-K2-H6 



Seq. No. 
Contig ID 
5 '-most EST 



278988 

91265_1.R1011 
tzu700206461.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278989 

91274_1.R1011 

uC-zmflmol7 333g02bl 

BLASTX 

gll68654 

1771 

O.Oe+00 

400 

79 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1.23) 

garden asparagus >gi_452712_emb__CAA54525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



278990 

91283_1.R1011 

LIB3136-014-Q1-K2-C8 

BLASTX 

gl084335 

872 

4 .Oe-94 



38903 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202 
79 

calcium-dependent protein kinase (EC 2.7.1.-) 2 - 
Arabidopsis thaliana >gi_604 881_dbj_BAA04 830__ (D21806) 
calcium-dependent protein kinase [Arabidopsis thaliana] 

278991 

91341_2.R1011 

ymt700221888.hl 

BLASTX 

g3236249 

503 

3.0e-72 

247 

51 

(AC004684) hypothetical protein [Arabidopsis thaliana] 
278992 

91352_1.R1011 

uC-zmflmol7294g04bl 

BLASTX 

g3169174 

412 

l.Oe-63 

304 

42 

{AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 

278993 

91392_1.R1011 

nbm700469148.hl 

BLASTX 

g4006855 

576 

2.06-59 

182 
63 

(Z99707) Cu2+-transporting ATPase-like protein [Arabidopsis 
thaliana] 

278994 

91395_1.R1011 

fwa700100522,hl 

BLASTX 

g586038 

212 

9.0e-17 

88 
53 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN CHLOROPLAST 
PRECURSOR {SRP54) (54 CHLOROPLAST PROTEIN) (54CP) (FFC) 

>gi_480296_pir S36637 signal recognition particle 54CP 

protein precursor - Arabidopsis thaliana 
>gi_396701_emb_CAA7 9981_ {Z21970) 54CP [Arabidopsis 
thaliana] 



38904 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



278995 

91402_1.R1011 
LIB3136-015-Q1-K1-G10 

278996 

91410_1.R1011 

LIB3136-015-Q1-K1-G7 

BLASTX 

gll74718 

387 

3.0e-37 

202 
39 

PUTATIVE RECEPTOR PROTEIN KINASE TMKl PRECURSOR 

>gi_32257 9_pir JQ1674 receptor protein kinase TMKl (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 

278997 

91411_1.R1011 
LIB3136-015-Q1-K1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



278998 

91415_1.R1011 

uC-zmflmol7 042e01bl 

BLASTX 

g3522929 

179 

6. Oe-13 

144 

36 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

278999 

91418_2,R1011 
uC-zmflmol7186c07bl 



Seq. No. 
Contig ID 
5 '-most EST 



279000 

91431_1.R1011 
ceu700421759.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279001 

91442__1.R1011 
LIB3136-016-Q1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



279002 

91443_1.R1011 
uC-zmflb73287d03bl 



Seq. No. 
Contig ID 
5 '-most EST 



279003 

91445_1.R1011 
uC-2mflb73091f09al 



Seq. No. 
Contig ID 



279004 

91465 l.RlOll 



38905 





5 '-most EST 


LIB3136-016-Q1-K1-D4 




Method 


BLASTX 




NCBI GI 


g3522956 




BLAST score 


388 




E value 


l.Oe-37 






132 




o J- uwxx ( 1. ^ y 


51 




NCBI Descriction 


(AC004411) putative pectinacetylesterase precursor 






[Arabidopsis thaliana] 




Seq. No. 


279005 




Contig ID 


91476 l.RlOll 




5 • -most EST 


uC-zmflb73197h09bl 




b4ethod 


BLASTX 




NCBI GI 


g3461817 




BLAST score 


1210 




K value 


1 . Oe-133 




Match length 


349 




% identity 


63 


01 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


fn 


Seq. No. 


279006 


=P 


Contig ID 


91487 l.RlOll 




S ' --most F.ST 


LIB3136-016-Q1-K1-F8 


N= 


Seq. No. 


279007 




Contig ID 


91490 2.R1011 


•1 .. 


R » — -mnc;-l- F^JT 

J iLL(Jo t_ Hi OX 


LTB3136-016-O1-K1-F9 




O C ^ . JLM W » 


279008 




Cnnt i a ID 


91494 l.RlOll 


1^ 


5 '-most EST 


uC-zmflmol72 92al0bl 




spa No 


279009 




Contia ID 


91509 l.RlOll 




R » -1710*51" EST 


LIB3136-055-O1-K1-C12 




Method 


BLASTX 




NCBI GI 


g2505876 




BLAST score 


255 




R va 1 IIF' 


4 . Oe-22 




Match length 


66 




% identity 


76 




NCBI Description 


(Y12776) MYB-related protein [Arabidopsis thaliana 




Qprf ]SJo 


279010 




Pon "h "i rr T H 
v^tjii 1 — Ly X 


91516 1 RlOll 




S'-TTinqt EST 


hvi700622931 .hi 






279011 




Contia ID 


91520 l.RlOll 




5 '-most EST 


wyr700238884.hl 




Method 


BLASTN 




NCBI GI 


gl245938 




BLAST score 


35 




E value 


5.0e-10 




Match length 


35 




% identity 


100 



38906 



NCBI Description 



rabClC-2 beta=chloride channel C1C-2G isoform [rabbits, 
heart atrium, mRNA, 2998 nt] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279012 

91541_1.R1011 

uer700582851.hl 

BLASTX 

g4580468 

544 

2.0e-55 

199 

53 

(AC006081) putative protein kinase; similar to human PKXl 
and Drosophila DC2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279013 

91554_1.R1011 

LIB313 6-017-Q1-K1-E12 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279014 

91559_1.R1011 

uC-zmroB73014f 12bl 

BLASTX 

g3702352 

850 

3,0e-91 

257 

65 

(AC005397) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279015 

91559_2.R1011 

uC-zmflb73065b06bl 

BLASTX 

g4455353 

268 

4.0e-23 

124 

47 

{AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279016 

91579_1.R1011 
uer700577321.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279017 

91592_1.R1011 
uC-zmflmol7139c05bl 



Seq. No. 
Contig ID 
5 '-most EST 



279018 

91615_1.R1011 
LIB3136-018-Q1-K1-C8 



Seq. No. 
Contig ID 
5 '-most EST 



279019 

91619_1.R1011 
LIB3136-018-Q1-K1-D11 



38907 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279020 

91639_1.R1011 

LIB3136-018-Q1-K1-F11 

BLASTX 

g3935168 

257 

4.0e-22 

158 

41 

{AC004557) F17L21.11 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279021 

91645_1,R1011 

LIB3136-018-Q1-K1-F9 

BLASTX 

g2853083 

235 

2.0e-19 

187 
35 

(AL021768) putative protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279022 

91649__1.R1011 

LIB3136-018-Q1-K1-G2 

BLASTX 

g4079809 

176 

l.Oe-12 

152 
4 

(AF071172) HERC2 [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279023 

91653_2.R1011 

xjt700092423.hl 

BLASTX 

g2213594 

757 

l.Oe-80 

216 

65 

(AC000348) T7N9. 



14 [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279024 

91654_1.R1011 

xdb700338447.hl 

BLASTX 

g4337176 

310 

5.0e-28 

136 

17 



NCBI Description {AC006416) T31J12.4 [Arabidopsis thaliana] 



Seq. No. 



279025 



38908 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



91656_1.R1011 
LIB3136-018-Q1-K1-G9 

279026 

91661__1.R1011 

LIB3136-018-Q1-K1-H4 

BLASTX 

g4586114 

179 

8.0e-13 

79 

41 

(AL049638) putative protein [Arabidopsis thaliana] 
279027 

91666_1.R1011 
LIB3136-019-Q1-K1-A10 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279028 

91668_1.R1011 
LIB3136-019-Q1-K1-A2 

279029 

91671__1.R1011 

xsy700211901.hl 

BLASTX 

g4490736 

737 

3.0e-78 

223 
40 

(AL035708) putative protein [Arabidopsis thaliana] 
279030 

91693_1.R1011 
uC-zmflmol7321hl0bl 

279031 

91704_1,R1011 

LIB3136-019-Q1-K1-D5 

BLASTX 

gl935912 

757 

7.0e-81 

138 
100 

(U77346) LLSl [Zea mays] 
279032 

91706_1.R1011 

LIB3136-019-Q1-K1-D7 

BLASTX 

g4204265 

397 

l.Oe-38 

135 
60 



38909 



NCBI Description (AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



279033 

91707_1.R1011 
LIB83-003-Q1-E1-F2 

279034 

91709_1.R1011 

uC-zmflb73020c04bl 

BLASTX 

gl621268 

594 

2.0e-61 

172 

67 

(Z81012) unknown [Ricinus communis] 
279035 

91718_1.R1011 

uC-zmroteosinte02 9cl0bl 

BLASTX 

g3785978 

352 

2.0e-33 

103 

64 

(AC005560) unknown protein [Arabidopsis thaliana] 
279036 

91758_1.R1011 
LIB3136-020-Q1-K1-A2 

279037 

91764_1.R1011 

cyk700047887 . fl 

BLASTX 

g3152613 

316 

5.0e-29 

166 
40 

(AC004 482) hypothetical protein [Arabidopsis thaliana] 
279038 

91769_1.R1011 

uC-zmflmol7 007c06al 

BLASTX 

g3252900 

294 

7.0e-26 

342 
25 

(AF055482) galactose-l-phosphate uridyl transferase 
[Thermotoga neapolitana] 

279039 

91774 l.RlOll 



38910 



5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmx700084371.hl 

BLASTX 

g2960216 

1293 

l.Oe-143 

322 
78 

(AJ223384) 26S proteasome regulatory ATPase subunit 
(SlOb) [Manduca sexta] 



10b 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279040 

91789__1.R1011 

LIB3136-020-Q1-K1-D10 

BLASTX 

g4138912 

320 

l,0e-29 

90 
64 

(AF059487) expansin precursor [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279041 

91791_1.R1011 

uC-zmflMol7092a03bl 

BLASTX 

g4510401 

719 

5.0e-76 

224 

59 

(AC006587) putative general negative regulator of 
transcription [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279042 

91797_1.R1011 
cat700019707.rl 



Seq. No. 

Contig ID 
5 '-most EST 



279043 

91799_1.R1011 
LIB3136-020-Q1-K1-E11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279044 

91807_1.R1011 

wyr700235386.hl 

BLASTX 

gl841464 

477 

l.Oe-47 

113 

45 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



279045 

91809_1.R1011 
uC-zmflmol7 039e07bl 
BLASTX 
g4544451 



38911 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



466 

2.0e-48 

143 

69 

{AC006592) 



unknown protein [Arabidopsis thaliana] 



279046 

91825_1.R1011 

LIB3136-020-Q1-K1-G7 

BLASTX 

g2462927 

1041 

l.Oe-114 

267 

73 

(Y10342) putative amidase [Arabidopsis thaliana] 
279047 

91827_1.R1011 
uC-zmflmol7150a06bl 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279048 

91847__1.R1011 
LIB3136-021-Q1-K1-B10 

279049 

91B50_1.R1011 

uC-zmflmol7042c06bl 

BLASTX 

g3080398 

391 

2.0e-37 

222 

43 

{AL022603) putative protein [Arabidopsis thaliana] 
279050 

91867__1.R1011 

wty700170732.hl 

BLASTX 

gl272505 

296 

2.0e-30 

131 

56 

(D49551) peroxidase [Oryza sativa] 
279051 

91877_1.R1011 

LIB3136-021-Q1-K1-D7 

BLASTX 

g3776559 

169 

l.Oe-11 

66 

59 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 



38912 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



cdc2 protein kinase homolog from A. thaliana BAG 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

279052 

91877_2.R1011 
jfc700968689.hl 

279053 

91884_1.R1011 
ntr700076515.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279054 

91885_1.R1011 
uC-zmrob7307 9h05bl 

279055 

91886^1. RlOll 

LIB84-016-Q1-E1-E5 

BLASTX 

g2494075 

1111 

l.Oe-122 

219 

99 

NADP-DEPENDENT GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE- 3-PHOSPHATE DEHYDROGENASE 
(NADP+)) (TRIOSEPHOSPHATE DEHYDROGENASE) 

>gi_1084 4 78_pir S4 3833 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (EC 1.2.1.9) - maize 
>gi_474 4 08__emb_CAA53075_ (X75326) 

glyceraldehyde-3-phosphate dehydrogenase (GAPN) [Zea mays] 
279056 

91905__1.R1011 

LIB3136-021-Q1-K1-G3 

BLASTX 

g2494165 

502 

6.0e-51 

146 

64 

DNA LIGASE { POLYDEOXYRIBONUCLEOTIDE SYNTHASE (ATP)) 

>gi_2129574_pir S71278 DNA ligase - Arabidopsis thaliana 

>gi_13594 95_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
■NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279057 

91908_1.R1011 

LIB3136-021-Q1-K1-G6 

BLASTX 

g2982469 

509 

2.0e-51 

157 

61 



38913 



# 



NCBI Description (AL022223) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279058 

91911_1.R1011 

pmx700091793.hl 

BLASTX 

g2244807 

435 

l.Oe-42 

127 
68 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279059 

91918_1.R1011 
uC-2mflMol7006hl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



279060 

91920_1.R1011 
LIB3136-021-Q1-K1-H7 



Seq. No. 
Contig ID 
5 '-most EST 



279061 

91928_1.R1011 
LIB3136-022-Q1-K1-A5 



Seq. No. 
Contig ID 
5 '-most EST 



279062 

91934_1.R1011 
LIB3136-022-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279063 

91938_1.R1011 

zuv700354455.hl 

BLASTX 

g2088650 

619 

3,0e-64 

238 
55 

(AF002109) peroxisomal ATP/ADP carrier protein isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279064 

91944_1.R1011 

LIB3136-022-Q1-K1-C11 

BLASTX 

g3176686 

374 

7.0e-36 

93 

76 

(AC003671) Similar to high affinity potassium transporter, 
HAKl protein gb_U22945 from Schwanniomyces occidentalis , 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279065 

91949_1.R1011 
uC-zmflb73161e02b2 



38914 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g282964 

770 

4.0e-82 

205 
73 

transforming protein (myb) homolog (clone myb.PhS) 
petunia >gi_20563_emb_CAA78386_ {Z13996) protein 1 
X hybrida] 

279066 

91952_1.R1011 

qmh700026006.fl 

BLASTX 

g3702327 

156 

2.0e-10 

56 
52 

(AC005397) unknown protein [Arabidopsis thaliana] 
279067 

91973_1.R1011 
uC-zmflmol7277e04bl 

279068 

91975_1.R1011 

uwc700155586.hl 

BLASTX 

g4337178 

608 

6.0e-63 

151 

75 

(AC006416) T31J12.5 [Arabidopsis thaliana] 
279069 

91985_1.R1011 
uC-zmflmol7263fl0a2 



- garden 
[Petunia 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279070 

91990_1.R1011 
LIB3136-022-Q1-K1-G5 

279071 

91991_1.R1011 

uC-zmroteosinte0 61bl2b2 

BLASTX 

gl742187 

250 

6.0e-21 

227 
30 

(D90771) ORF_ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1742198__dbj_BAA14 933_ 

(D90772) ORF__ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1787591 (AE000231) 



38915 



orf, hypothetical protein [Escherichia coli] 



Seq. No. 
Contig ID 
5 '-most EST 



279072 

91998_1.R1011 
ceu700433646.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279073 

92023_1.R1011 
LIB3136-023-Q1-K1-B8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279074 

92027__1.R1011 

uC-zmflmol7127d08bl 

BLASTX 

g3482978 

539 

4.0e-55 

128 
79 

(AL031369) putative protein [Arabidopsis thaliana] 
279075 

92039_1.R1011 

uC-zmflmol72 90fl0bl 

BLASTX 

g4102600 

619 

4.0e-64 

236 

57 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
279076 

92047_1.R1011 
LIB3136-023-Q1-K1-E10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279077 

92054_1.R1011 

LIB3136-023-Q1-K1-E6 

BLASTX 

g3249095 

541 

3.0e-55 

171 

61 

(AC003114) Contains similarity to dihydrof olate reductase 
(dfrl) gb_L13703 from Schizosaccharomyces pombe. ESTs 
gb_N37567 and gb__T43002 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279078 

92055_1,R1011 
LIB3136-025-Q1-K1-D10 



Seq. No. 
Contig ID 
5 '-most EST 



279079 

92059_1.R1011 
nwy700447089.hl 



38916 



Seq. No. 
Contig ID 
5 '-most EST 



279080 

92068_1.R1011 
LIB3136-023-Q1-K1-G1 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



279081 

92074_1.R1011 

LIB3136-023-Q1-K1-G5 

BLASTX 

g585053 

166 

l.Oe-11 

111 
36 

MITOTIC CONTROL PROTEIN DIS3 >gi_283075_pir ^A41944 mitotic 

control protein dis3+ - fission yeast (Schizosaccharomyces 
pombe) >gi_173381 (M74094) mitotic control protein 

[ S chi z OS acchar omyce s pombe ] >gi_3 65039 3_emb_CAA2 1 1 0 2_ 

(AL031743) mitotic control protein dis3. 

[Schizosaccharomyces pombe] 

279082 

92081_1.R1011 

rvl700455636.hl 

BLASTX 

g2191172 

183 

2.0e-13 

44 

75 

{AF007270) contains similarity to GATA-type zinc fingers 
(PS:PS00344) [Arabidopsis thaliana] 

279083 

92084_1.R1011 
cyk700049260,fl 

279084 

92113_1.R1011 

LIB3136-024-Q1-K1-E7 

BLASTX 

g2146740 

282 

5.0e-25 

111 

50 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 {Q18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

279085 

92116_1.R1011 
uC-zmflb7 3076hllb2 

279086 

92116__2.R1011 
uC-zmflb73033d02al 



38917 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279087 

92121_1.R1011 

LIB3136-024-Q1-K1-G1 

BLASTX 

gl769907 

703 

3.0e-74 

177 
67 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279088 

92128_1.R1011 

uC-zmflb73272el2bl 

BLASTX 

g3249072 

1130 

l.Oe-124 

272 
79 

(AC004473) Contains similarity to hypothetical 43,1 KD 
protein in NDK-GCPE intergenic region gb_4 93519 from E. 
coli sequence gb_U02965. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279089 

92138_1.R1011 

LIB3136-025-Q1-K1-B4 

BLASTX 

g3831443 

149 

2.0e-09 

48 

56 

(AC005819) 
thaliana] 



putative auxin-regulated protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279090 

92138_2.R1011 
wyr700241507.hl 

279091 

92145__1.R1011 

LIB3136-025-Q1-K1-C11 

BLASTX 

g3763928 

300 

3.0e-27 

151 

47 

(AC004450) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279092 

92156_1.R1011 
LIB3137-002-Q1-K1-A7 



38918 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279093 

92156_2.R1011 
qmh700027749.fl 

279094 

92158__1.R1011 
tzu700203093.hl 

279095 

92165_1.R1011 

pmx700091479.hl 

BLASTX 

g4038594 

1021 

l.Oe-111 

283 

71 

(AJ2227 98) tDETl protein [Lycopersicon esculentum] 
>gi_4454332_emb_CAA11914_ {AJ224356) tDETl protein 
[Lycopersicon esculentum] 

279096 

92165_2.R1011 

uC-zmflb73294e01al 

BLASTX 

g4038594 

192 

2.0e-14 

64 

59 

{AJ2227 98) tDETl protein [Lycopersicon esculentum] 
>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 
[Lycopersicon esculentum] 



Seq. No. 


279097 


Contig ID 


92185 l.RlOll 


5 '-most EST 


rvt700549791.hl 


Method 


BLASTX 


NCBI GI 


g3935138 


BLAST score 


196 


E value 


5.0e-15 


Match length 


121 


% identity 


35 


NCBI Description 


(AC005106) T25N20.2 


Seq. No. 


279098 


Contig ID 


92208 l.RlOll 


5 '-most EST 


rvt700551751,hl 


Method 


BLASTX 


NCBI GI 


g3478637 


BLAST score 


664 


E value 


2.0e-69 


Match length 


319 


% identity 


44 


NCBI Description 


(AC005546) R29425_l 


Seq. No. 


279099 



[Arabidopsis thaliana] 
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Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92215_1.R1011 

LIB3136-026-Q1-K1-B11 

BLASTX 

g3176686 

642 

2,0e-67 

143 

83 

(AC003671) Similar to high affinity potassium transporter, 
HAKl protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279100 

92244_1.R1011 
uC-zmflb73114al2a2 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279101 

92246_1.R1011 

LIB3136-026-Q1-K1-H10 

BLASTX 

g3850582 

856 

7.0e-92 

233 

73 

(AC005278) F15K9.14 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279102 

92248_1.R1011 

pmx700091296.hl 

BLASTX 

gl724110 

399 

9,0e-39 

102 

67 

(U79770) cinnamyl-alcohol dehydrogenase Eli3 
[Mesembryanthemum crystallinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279103 

92254_1.R1011 

LIB3136-027-P1-K1-A4 

BLASTX 

g3367523 

320 

l.Oe-29 

120 
51 

(AC004392) ESTs gb_AA728658 and gb_N95943 come from this 
gene. [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279104 

92256_1.R1011 

wty700164010.hl 

BLASTX 

g3953458 

413 
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E value 


3. Oe-40 


Match length 


130 


% identity 


65 


NCBI Description 


(AC002328) F20N2.3 [Arabidopsis thaliana] 


Seq, No. 


279105 


Contig ID 


92291 l.RlOll 


5 '-most EST 


xmt700265287.hl 


Seq. No. 


279106 


Contig ID 


92294 l.RlOll 


5 ' -most EST 


fC-zmfl700352054al 


Method 


BLASTX 


NCBI GI 


g4512714 


BLAST score 


256 


E value 


7.0e-22 


Match length 


93 


% identity 


55 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis 


Seq. No. 


279107 


Contia ID 


92304 l.RlOll 


5 '-most EST 


wyr700238515.hl 


O ^ . LN * 


279108 


Contig ID 


92305 l.RlOll 


R 1 — TTin s1" F.ST 


xmt700257907 .hi 


Method 


BLASTX 


NCBI GI 


g3540195 


BLAST score 


192 


F, Vri 1 1] P 

J__J V Ci -J- 


l.Oe-14 


Match length 


117 


% identity 


20 


NPRT D^scriotion 


(AC004260) Unknown protein [Arabidopsis thai 


Sea. No. 


279109 


Contig ID 


92349 l.RlOll 


5 ' -most EST 


xmt700262918.hl 


Sea. No. 


279110 


Contig ID 


92353 l.RlOll 


5 '-most EST 


uC-zmflmol7095g02b3 


Method 


BLASTN 


NCBI GI 


g949979 


BLAST score 


376 


F v3 1 n p 


0 . Oe+00 


Match length 


452 


% identity 


96 


NCBI Descriotion 


Z.mays Glossy2 locus DNA 


Seq. No. 


279111 


Contig ID 


92361 2.R1011 


5 '-most EST 


LIB3136-028-Q1-K1-D3 


Seq. No. 


279112 


Contig ID 


92367 l.RlOll 


5 '-most EST 


wty700166538 .hi 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279113 

92373_1.R1011 

xsy700217228.hl 

BLASTX 

g2829898 

316 

7.0e-29 

120 
53 

(AC002311) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279114 

92377__1,R1011 

uC-zmflb73270fl0al 

BLASTX 

gl931652 

254 

l.Oe-21 

84 
60 

(U95973) phosphatidylinositol-4-phosphate 5-kinase isolog 
[Arabidopsis thaliana] 

279115 

92386__1.R1011 

wyr700237947.hl 

BLASTX 

gl00226 

269 

2.0e-32 

171 

44 

hypothetical protein - tomato >gi_1927 5_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi__44 5619__prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

279116 

92387_1,R1011 

wyr700244187.hl 

BLASTX 

g2853039 

357 

9.0e-34 

90 
73 

(X94289) phosphoinositide-specif ic phospholipase C [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



279117 

92402__1.R1011 
LIB3136-028-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



279118 

92418_1.R1011 
uer700577487.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4469011 

581 

4.0e-60 

150 
76 

{AL035602) 
thaliana] 



carbohydrate kinase-like protein [Arafoidopsis 



Seq. No, 

Contig ID 
5 '-most EST 



279119 

92424_1.R1011 
tfd700572126.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279120 

92425_1.R1011 
uC-zmroB73028e03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



279121 

92438_1.R1011 

ntr700071679.hl 

BLASTX 

g2104535 

552 

l.Oe-71 

214 

64 

(AF001308) T10M13.13 [Arabidopsis thaliana] 
279122 

92438_2,R1011 

uC-zmroteosintel03d03b2 

BLASTX 

g2104535 

158 

9.0e-12 

66 
59 

(AF001308) T10M13.13 [Arabidopsis thaliana] 
279123 

92438_3.R1011 

nbm700469025.hl 

BLASTX 

g2104535 

380 

l,0e-36 

110 

65 

{AF001308) T10M13.13 [Arabidopsis thaliana] 
279124 

92449_1.R1011 

LIB3136-034-Q1-K1-A2 

BLASTX 

g3914365 

451 

3.0e-45 
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Match length 

% identity 

NCBI Description 



100 
83 

PHOSPHOLIPASE D 2 PRECURSOR (PLD 2) (CHOLINE PHOSPHATASE 2) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 2) 
>gi_1902901__dbj_BAA19466_ (AB001919) phospholipase D [Oryza 
sativa] 





Sea No. 


279125 




Contia ID 


92468 l.RlOll 




5 '-most EST 


uC-zmflmol7333b08bl 




Seq. No. 


279126 




Contig ID 


92470 l.RlOll 




S'-most EST 


LIB3136-029-Q1-K1-G7 




O C • LN • 


279127 




nr\-nf- in TV) 


92472 1 RlOll 




S ' -most EST 


uC- zmf Imo 17126e03bl 






BLASTX 




IN ^ £j X w J. 


a4337192 




BLAST score 


603 


ffi 


K value 


3.0e-62 


"Z. 


i^id LOii j-tsiiyL-ii 


275 






47 




vi\^Ol. Uco OX _Lp L XL/11 


fAPnnf^4n'^l hvnothpt i ral orote 


- 


Seq. No. 


279128 




Poni- in TV) 


92490 l.RlOll 




ilLWO L. HjO J- 


awl700^614 936.hl 




Method 


BLASTX 




NCBI GI 


g3776559 


M= 




407 




IL) V dX Lit; 


3 Oe-39 




Match length 


122 




% identity 


59 






{AC005388) Strong similarity 






cdc2 protein kinase homolog f 






gb_AC003970. ESTs gb_Z35332 






gene. [Arabidopsis thaliana] 




o c ^ * In (J . 


279129 




L/Omniy xu 






5 '-most EST 


fC-zmTe700445173f6 




Seq. No. 


279130 




Contig ID 


92506 l.RlOll 




5 '-most EST 


LIB3136-030-Q1-K1-F1 




Seq. No. 


279131 




Contig ID 


92521_1. RlOll 




5 '-most EST 


uC-zmroteosinte004bllbl 




Seq. No. 


279132 




Contig ID 


92523 l.RlOll 




5 '-most EST 


LIB3136-04 4-P1-K1-C11 



Seq. No. 



279133 
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Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92526_1.R1011 

LIB3136-030-Q1-K1-G1 

BLASTX 

gl723347 

359 

2.0e-63 

189 

68 

HYPOTHETICAL 64,2 KD PROTEIN YCF45 (ORF565) 

>gi_2147571_pir S73202 hypothetical protein 565 - Porphyra 

purpurea chloroplast >gi_1276747 (U38804) trnS [Porphyra 
purpurea] 



Seq, No. 
Contig ID 
5 '-most EST 



279134 

92539_1,R1011 
LIB3136-032-Q1-K1-A11 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279135 

92543_1.R1011 

LIB3136-032-Q1-K1-A4 

BLASTX 

gl710124 

394 

3,0e-38 

97 

72 

(U62279) leucine-rich repeat-containing extracellular 
glycoprotein; contains six N-glycosylation sites [NX{S/T)] 
[Sorghum bicolor] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279136 

92591_1.R1011 

ntr700071637.hl 

BLASTX 

g3063710 

794 

l.Oe-84 

265 
55 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279137 

92591__2,R1011 

wty700169649.hl 

BLASTX 

g3063710 

232 

2.0e-19 

122 
43 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



279138 

92594_1.R1011 
wty700169954.hl 
BLASTX 
g4559346 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197 

4.0e-15 

94 

41 

(AC006585) early nodulin 16 [Arabidopsis thaliana] 
279139 

92600_1.R1011 

LIB3136-033-Q1-K1-A12 

BLASTX 

gl619300 

588 

l.Oe-60 

194 

60 

{X95269) LRR protein [Lycopersicon esculentum] 
279140 

92614_1.R1011 

uC-zmflmol7277b03bl 

BLASTX 

gl345132 

283 

6.0e-44 

188 
53 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj__BAA11869_ {D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 


279141 


Contig ID 


92624 l.RlGll 


5 '-most EST 


LIB3136-033-Q1-K1- 


Seq. No. 


279142 


Contig ID 


92626 l.RlOll 


5 '-most EST 


nbm700469850.hl 


Method 


BLASTX 


NCBI GI 


gl778376 


BLAST score 


503 


E value 


4.0e-51 


Match length 


124 


% identity 


77 


NCBI Description 


(U81288) PSRT17-1 


Seq. No. 


279143 


Contig ID 


92632 l.RlOll 


5 '-most EST 


nbm700473017,hl 


Seq. No. 


279144 


Contig ID 


92636 l.RlOll 


5 '-most EST 


hbs701182154 .hi 


Seq. No. 


279145 


Contig ID 


92649 l.RlOll 


5 '-most EST 


LIB3136-033-Q1-K1 



[Pisum sativum] 
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Method 


BLASTX 




NCBI GI 


g4455213 




BLAST score 


525 




E value 


2.0e-53 




Match length 


126 




% identity 


78 




NCBI Description 


(AL035440) glutamine amidotransf erase/cycl 






thaliana] 




Seq. No. 


279146 




Contig ID 


92650 l.RlOll 




5 '-most EST 


LIB3136-033-Q1-K1-F11 




Method 


BLASTX 




NCBI GI 


gl931652 




BLAST score 


540 




E value 


4.0e-55 




Match length 


214 




% identity 


55 


LI 


NCBI Description 


(U95973) phosphatidylinositol- 4 -phosphate 






[Arabidopsis thaliana] 




Seq. No. 


279147 




Contig ID 


92652 l.RlOll 




5* -most EST 


pmx700083924.hl 




Seq. No. 


279148 




Contig ID 


92655 l.RlOll 




5 '-most EST 


LIB3136-033-Q1-K1-F7 




Method 


BLASTX 




NCBI GI 


g4102600 




BLAST score 


505 




E value 


5.0e-51 




Match length 


133 


D 


% identity 


74 


ri 


NCBI Description 


(AF0134 67) ARF6 [Arabidopsis thaliana] 




Seq. No. 


279149 




Contig ID 


92657 l.RlOll 




5 '-most EST 


LIB3136-033-Q1-K1-G11 




Method 


BLASTX 




NCBI GI 


g4102600 




BLAST score 


718 




E value 


2. Oe-85 




Match length 


189 




% identity 


82 




NCBI Description 


(AF0134 67) ARF6 [Arabidopsis thaliana] 




Seq. No. 


279150 




Contig ID 


92661 l.RlOll 




5 '-most EST 


ntr700073572.hl 




Method 


BLASTX 




NCBI GI 


g2501499 




BLAST score 


226 




E value 


2.0e-18 




Match length 


111 




% identity 


44 




NCBI Description 


IND0LE-3-ACETATE BETA-GLUCOSYLTRANSFERASE 



5-kinase isolog 



f lAA-GLU 



38927 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



SYNTHETASE) ( (URIDINE 

5 ' -DI PHOSPHATE-GLUCOSE : IND0L-3-YLACETYL) -BETA-D-GLUCOSYL 

TRANSFERASE) >gi_62 604 3__pir ^A54739 indole-3-acetate 

beta-glucosyltransferase (EC 2,4.1.121) - maize >gi_548195 
(L34847) lAA-glu synthetase [Zea mays] 

279151 

92671_1.R1011 

uC-zmroteosinte009f06bl 

BLASTX 

g3540180 

499 

3.0e-52 

194 

56 

(AC004122) Unknown protein [Arabidopsis thaliana] 
279152 

92685_1.R1011 

vfk700404891.hl 

BLASTX 

g3510253 

248 

7.0e-21 

130 
37 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
279153 

92694_1.R1011 
LIB3136-034-Q1-K1-B5 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279154 

92707_1,R1011 
gct701175118.hl 

279155 

92712_1.R1011 

LIB3136-034-Q1-K1-F6 

BLASTX 

g2462927 

674 

l.Oe-70 

168 
76 

(Y10342) putative amidase [Arabidopsis thaliana] 
279156 

92715_1.R1011 

rvt700548840.hl 

BLASTX 

gl23650 

281 

5.0e-47 

130 

78 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir S03250 heat 



38928 



shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_C7^30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 



Seq. No. 

Contig ID 
5 '-most EST 



279157 

92721_1.R1011 
fC-zmro700453413fl 



Seq. No. 
Contig ID 
5* -most EST 



279158 

92722_1.R1011 
LIB3136-034-Q1-K1-E3 



Seq. No. 

Contig ID 
5 '-most EST 



279159 

92725_1.R1011 
uC-zmflb73135e03b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279160 

92729_1.R1011 

LIB3136-034-Q1-K1-F1 

BLASTX 

g3980378 

146 

5.0e-09 

35 

71 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279161 

92736_1.R1011 

uC-zmflmol7020el0bl 

BLASTX 

g2252863 

206 

4.0e-16 

80 
55 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279162 

92736_2.R1011 
uC-zmflB73106dllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279163 

92737_1.R1011 

uC-zmflmol7339g04bl 

BLASTX 

gll70191 

595 

2.0e-61 

149 
77 

HOMEOBOX PROTEIN HDl >gi_107 64 4 9_pir S47535 

homeodomain-containing protein - rape 

>gi_45394 9_emb_CAA82314_ (Z29073) homeodomain-containing 
protein [Brassica napus] >gi_1090522_prf 2019252A homeobox 



38929 



protein [Brassica napus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279164 
92743_1 
LIB3136 
BLASTX 
g2244813 
160 

l.Oe-10 

68 
50 

(Z97336) 
thaliana 



RlOll 
034-Ql- 



■K1-G3 



acylaminoacyl-peptidase homolog [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279165 

92753_1. RlOll 

uC-zmflMol7084g06bl 

BLASTX 

g4557026 

150 

4.0e-12 

240 
17 

hect (homologous to the E6-AP (UBE3A) carboxyl terminus) 
domain and RCCl (CHCl)-like domain (RLD) 1 >gi_1477565 
(U50078) p532 [Homo sapiens] 

279166 

92756_2. RlOll 

LIB3137-020-Q1-K1-F4 

BLASTX 

gl762144 

272 

6.0e-24 

79 
65 

(U48435) putative cytochrome P450 [Solanum chacoense] 
279167 

92769_1. RlOll 

uC- zmr ob7 3060c08al 

BLASTN 

g3342803 

98 

l.Oe-47 

213 

94 

Zea mays strain B73 putative 6-phosphogluconate 
dehydrogenase mRNA, nuclear gene encoding putative plastid 
protein, partial cds 

279168 

92769_2. RlOll 

LIB3136-035-Q1-K1-C12 

BLASTX 

g3342804 

347 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-32 

66 

100 

{AF061839) putative 6-phosphogluconate dehydrogenase [Zea 
mays] 



Qpcf No 


279169 


Contig ID 


92776_1.R1011 


5 '-most EST 


uC-2mroteosinte072h03b2 


Method 


BLASTX 


IN LJ J. J. 


g4204281 


RTiAST score 


271 


F "^7 3 1 n P 

X-j V a -L^ LA 


2.0e-23 


Match length 


140 


% identity 


43 


KfrRI Descriotion 


(AC00414 6) Hypothetical 


Qprr Kin 


279170 


Contig ID 


92829 l.RlOll 


C LLl\J O Hi O X 


LIB3 136-0 36-Q1-K1-E8 


Seq. No. 


279171 


Pont- in TD 


92834 l.RlOll 




wen700334679.hl 


Method 


BLASTX 


NCBI GI 


g2642448 


RT.A^T snore 


786 


IT Tra T n o 
£j VclXU.t; 


6. Oe-88 




259 


•o X vj.tr i, i U -L L. y 


44 


NCBI Description 


(AC002391) hypothetical 


>gi 3169187 (AC004401) : 




thaliana] 


Seq. No. 


279172 


Contig ID 


92856 l.RlOll 


5* -most EST 


LIB3136-036-Q1-K1-H7 


Seq. No. 


279173 


Contig ID 


92861 l.RlOll 


5 '-most EST 


LIB3136-037-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2660675 


BLAST score 


358 


E value 


6.0e-34 



Match length 

% identity 

NCBI Description 



86 
80 

{AC002342) similar to DNA-damage-inducible protein P 
[Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



279174 

92862_1.R1011 
uC-zmflb73127hllb2 



Seq. No. 
Contig ID 
5 '-most EST 



279175 

92865_1.R1011 
uC-zmflb73027c04bl 
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Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279176 

92878_1.R1011 

pmx700083831.hl 

BLASTX 

gll25754 

261 

l.Oe-22 

99 
45 

(U42833) coded for by C. elegans cDNA cml6f6; coded for by 
C. elegans cDNA CEESU63F; similar to S. cerevisiae SOFl 
protein (SP:P33750) [Caenorhabditis elegans] 

279177 

92883_1.R1011 

fwa700099639.hl 

BLASTX 

g2494280 

537 

2.0e-54 

297 

64 

ELONGATION FACTOR TS (EF-TS) >gi__1653231__db j_BAA1814 6_ 
(D90912) elongation factor TS [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279178 

92883_3.R1011 

LIB84-029-Q1-E1-C8 

BLASTX 

g2494280 

339 

5.0e-32 

109 
60 

ELONGATION FACTOR TS (EF-TS) >gi_l 653231__db j __BAA18 14 6_ 
(D90912) elongation factor TS [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279179 

92886_1.R1011 

uC-2mroteosinte059f lObl 

BLASTX 

g4587525 

389 

3.0e-37 
149 

54 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain, ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 

[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



279180 

92886_2.R1011 

uC-zmflb73175a07bl 

BLASTX 

g4587525 



38932 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



318 

8.0e-31 

122 

53 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279181 

92893_1.R1011 
LIB3136-037-P1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 



279182 

92902_1.R1011 
LIB3136-037-P1-K1-F12 



Seq. No. 
Contig ID 
5 '-most EST 



279183 

92905^1. RlOll 
LIB3136-037-P1-K1-F6 



Seq. No. 
Contig ID 
5 '-most EST 



279184 

92919_1.R1011 
xjt700092553.hl 



Seq. No* 
Contig ID 
5 '-most EST 



279185 

92927_1.R1011 
uC-zmflMol7010bl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279186 

92930_1.R1011 

uC-zmflmol7259f05bl 

BLASTX 

g4582459 

644 

2.0e-67 
214 
59 

(AC007071) 
thaliana] 



putative RanBP7/importin protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



279187 

92956_1.R1011 
LIB3136-038-P1-K1-F9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279188 

92967_1.R1011 

LIB3137-024-Q1-K1-B5 

BLASTX 

gll69544 

357 

7.0e-34 

85 
80 

ERDl PROTEIN PRECURSOR >gi_54 1859__pir JN0901 ERDl protein 

- Arabidopsis thaliana >gi_4 97 629_db j_BAA04 50 6_ (D17582) 
ERDl protein [Arabidopsis thaliana] 



38933 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



279189 

92973_1.R1011 
cjh700197008.hl 

279190 

92984_1.R1011 

wyr700244001.hl 

BLASTX 

g4508083 

294 

4,0e-26 

241 

35 

(AC005882) Hypothetical protein [Arabidopsis thaliana] 
279191 

92990_1.R1011 
uC-zmflmol7109a07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



279192 

93000_1.R1011 

ceu700433118.hl 

BLASTX 

g4558673 

367 

9.0e-35 

261 

31 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
279193 

93010_2.R1011 

nbm700476092.hl 

BLASTX 

g3643608 

317 

3.0e-29 

127 
50 

[AC005395) hypothetical protein [Arabidopsis thaliana] 



279194 

93013_1.R1011 

fdz701164343.hl 

BLASTX 

g2654868 

675 

6.0e-71 

191 
67 

(AF015301) RbohAplOS 



[Arabidopsis thaliana] 



279195 

93018_1.R1011 

tfd700569813.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539452 
1037 

l.Oe-113 

259 

71 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279196 

93034_1,R1011 
uC-zmflb73092b08b2 



Seq. No. 

Contig ID 
5 '-most EST 



279197 

93068_1.R1011 
xjt700094979.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279198 

93068_2,R1011 
yyf700352489.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279199 

93076_1.R1011 

LIB3136-042-P1-K1-A5 

BLASTX 

g4406764 

416 

2.0e-40 

140 

59 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279200 

93079_1.R1011 

uC-zmflmol7 030c08bl 

BLASTX 

g2443870 

354 

2.0e-33 

170 

45 

(AC002985) R27090 2 



[Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



279201 

93080_1.R1011 
uwc700151727.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279202 

93090_1.R1011 
LIB3136-042-P1-K1-B9 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279203 

93096__1,R1011 

afb700381959.hl 

BLASTX 

g2921823 

4 62 



38935 




Xlj V O. -1. Li w 


8 . Oe-46 


MAt'ph lPTiCfl"]i 


204 


S: 1 HpTit" 1 1" \7 

T> X^Ciil L L. _Y 


53 


NPRT DescriDtion 

S—/ _L. J_/ w O \^ -L- -X- S-^ -L. J- X 


(AF04 6934) shoot-forming PKSFl [Paulownia kawakamii] 


Seq. No. 


279204 


Contig ID 


93096 2.R1011 


^ ' — mn=;t* E.ST 


yint700222611.hl 


Method 


BLASTX 


NCBI GI 


g2651296 


RT.AST score 


287 


1 nP 

Hj V ClJ- U.O 


2 . Oe-30 




175 


S: "1 H Pn 1" 1 "f" \7 


50 


KIPRT Dp "^PTi d1" ion 


(AC002336) b-zip DNA-binding protein [Arabidopsis thai 


Sea No . 


279205 


Contig ID 


93130 l.RlOll 


5 ' -most EST 


uC-zmflb7 3137b01bl 


Method 


BLASTX 


NCBI GI 


g2914703 


RT.AST srore 


270 


T7a "! n & 
Hi VaXUc 




Match length 


190 


% identity 


48 


KIPRT Dpscti x^f" 1 nrt 

INV^OJ. i^COV^-I — L*Jii 


(AC003974) unknown protein [Arabidopsis thaliana] 


O c; ♦ i\ u • 


279206 




Q71S7 1 RlOll 


^*-mnq-h F.ST 


uC-zmf lb7 3041f 04bl 


o ts c^ • ln u • 


279207 


Pontia ID 


93143 1. RlOll 




wtv7 00^168 177 hi 


Method 


BLASTX 


NCBI GI 


g3786004 




418 


F, VP 1 1 ] p 


7 . Oe-41 


Ma'hr'V* 1 PTirri"}^ 

Lid L-^il -LCiiy L-ii 


128 




68 


NPRT Dpscriotion 


(AC0054 99) hypothetical protein [Arabidopsis thaliana] 


Qprr Kin 


979908 


Pnn1-ia ID 


93163 1. RlOll 


1 — mnst' EST 


LIB3136-04 4-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3881381 


BLAST score 


303 


E value 


2.0e-27 


Match length 


102 


% identity 


60 


NCBI Description 


(Z68270) Similarity to Yeast Man (0) -alpha-mannosidase 



(SW:MNS1_YEAST) ; cDNA EST EMBL:D71247 comes from this gene; 
cDNA EST EMBL:D73896 comes from this gene [Caenorhabditis 
elegans ] 

Seq. No. 279209 

38936 



Contig ID 
5 » -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



93169_1.R1011 
uC-zmflb73223a09b2 

279210 

93185__1.R1011 
xjt700092485.hl 

279211 

93187_1.R1011 
xmt700264277.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



279212 

93190_1.R1011 
xyt700342462.hl 

279213 

93190_2.R1011 
LIB3136-044-P1-K1-D7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



279214 

93200_1.R1011 

LIB3136-044-P1-K1-F3 

BLASTX 

g3128168 

265 

2.0e-39 

124 

63 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

279215 

93243_1.R1011 

uC-zmflb73256dl2bl 

BLASTX 

g2842424 

1366 

l.Oe-151 

404 

63 

(AJ223948) RNA helicase [Homo sapiens] 
279216 

93243__2.R1011 

LIB3137-049-Q1-K1-E3 

BLASTX 

g2842424 

486 

8.0e-72 

228 
57 

(AJ223948) RNA helicase [Homo sapiens] 
279217 

93246_1.R1011 
ceu700422955,hl 



38937 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279218 

93250__1.R1011 

ntr700073535.hl 

BLASTX 

g2224846 

526 

2.0e-53 

194 

58 

{Y13905) anionic peroxidase [Zea mays] 
279219 

93254_1.R1011 

cat700016234 .rl 

BLASTX 

g728867 

281 

9.0e-25 

150 

43 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR 

>gi 99694 pir S21961 proline-rich protein APG - 

ArabidopsTs thaliana >gi_22599_emb_CAA42925_ (X60377) APG 
[Arabidopsis thaliana] 

279220 

93274__1.R1011 

wty700172464.hl 

BLASTX 

g2262101 

188 

5.0e-14 

83 

47 

(AC002343) kinesin heavy chain isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279221 

93286_1.R1011 
LIB3136-045-Q1-K1-G5 



Seq. No. 
Contig ID 
5 '-most EST 



279222 

93287_1.R1011 
LIB3136-045-Q1-K1-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279223 

93315_1.R1011 

uC-zmflm017 018c03bl 

BLASTX 

g3582333 

582 

9.0e-60 

180 
62 

(AC0054 96) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



279224 



38938 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93317_1.R1011 

uC-zmroteosinte014d06bl 

BLASTX 

g4586260 

249 

6.0e-21 

210 
34 

(AL049640) putative protein [Arabidopsis thaliana] 
279225 

93333_1.R1011 

dyk700102762.hl 

BLASTN 

g3821780 

37 

3.0e-ll 

49 
67 

Xenopus laevis cDNA clone 27A6-1 
279226 

93337_1.R1011 

LIB3136-047-Q1-K1-C7 

BLASTX 

g2576361 

245 

4.0e-44 

109 
77 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

279227 

93337_3.R1011 

tzu700203968.hl 

BLASTX 

g2576361 

265 

2.0e-23 

67 

73 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

279228 

93340_1.R1011 

uC-zmflmol729Gh08bl 

BLASTX 

gll74470 

508 

2.0e-51 

215 
48 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi__508543 {L34260) integral 
membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 



38939 



integral membrane protein [Mus musculus] 



Seq. No* 
Contig ID 
5 '-most EST 



279229 

93354_1.R1011 
wen700333894.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



279230 

93376__1.R1011 

fwa700100757.hl 

BLASTX 

g4587513 

150 

l.Oe-09 

147 

35 

(AC007060) Contains eukaryotic protein kinase domain 
PF_00069. [Arabidopsis thaliana] 

279231 

93388_1.R1011 

pmx700090261.hl 

BLASTN 

g550541 

143 

2.0e-74 

404 

96 

Z.mays CYP71C4 mRNA for cytochrome P-450 
279232 

93390_1.R1011 

uC-zmflmol7 073d04bl 

BLASTX 

g2244807 

332 

2.0e-30 

222 
37 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
279233 

93399_1.R1011 

uC-zmflmol7273e03bl 

BLASTX 

gll67953 

994 

l.Oe-108 

315 

61 

(U43496) putative 32.6 kDa j asmonate-induced protein 
[Hordeum vulgare] >gi_2465426 (AF021256) 32 kDa protein 
[ Horde um vulgare] 

279234 

93407_1.R1011 

LIB31 36-04 8-Ql-Kl-El 

BLASTX 



38940 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2392895 
268 

3.0e-33 

168 

52 

(AF017056) 
thaliana] 



brassinosteroid insensitive 1 [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279235 

93441_1.R1011 
uC-zmflb73013hl2bl 

279236 

93444_1.R1011 

vux700160875.hl 

BLASTX 

g4538929 

256 

2.0e-21 

321 

32 

[AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

279237 

93448_1.R1011 
LIB3136-04 9-Q1-K1-C11 

279238 

93454_1.R1011 

wen700335286.hl 

BLASTX 

gll2785 

288 

2.0e-25 

150 

39 

DNA-3-METHYLADENINE GLYCOSIDASE I ( 3-METHYLADENINE-DNA 

GLYCOSYLASE I, CONSTITUTIVE) (TAG I) >gi_67 508_pir DGECMl 

3-methyladenine DNA glycosylase (EC 3.2.2.-) I - 
Escherichia coli >gi_43030_emb_CAA27 472_ (X03845) TAGI (aa 
1-187) [Escherichia coli] >gi_147920 (J02606) 
3-methyladenine-DNA glycosylase I (tag) [Escherichia coli] 
>gi_4 66687 (U00039) 3-methyladenine DNA glycosylase I, 
constitutive [Escherichia coli] >gi_1789971 (AE000432) 
3-methyl-adenine DNA glycosylase I, constitutive 
[Escherichia coli] 

279239 

93471_1.R1011 

uC-zmroteosinte015hllbl 

BLASTX 

g3513303 

463 

7.0e-46 

222 
45 



38941 



NCBI Description {AC005594) R26984__l [Homo sapiens] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279240 

93484_1.R1011 

uC-zmflb73130b04b2 

BLASTX 

gl653767 

162 

6.0e-ll 

96 
39 

(D90916) oligopeptidase A [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279241 

93493_1.R1011 

uC-zmroB73014al2bl 

BLASTX 

gl00288 

293 

2.0e-26 

98 

62 

transcription activator TGAla - tobacco >gi_170285 {M62855) 
leucine-zipper DNA-binding protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279242 

93502_1.R1011 

uC-zmroteosinteOOlhOlbl 

BLASTX 

g2160694 

957 

l.Oe-104 

261 
68 

(U73528) B' 
thaliana] 



regulatory subunit of PP2A [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



279243 

93507__1.R1011 

ymt700221591.h2 

BLASTX 

g3127182 

210 

2.0e-16 

180 
29 

(AF061758) poly(A) polymerase II [Gallus gallus] 
279244 

93510_1.R1011 
LIB3136-050-Q1-K1-D12 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



279245 

93517_1.R1011 
ymt700224217.hl 
BLASTX 
g2145356 



38942 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



720 

3,0e-76 

201 
70 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279246 

93519_1.R1011 
wyr700238533.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279247 

93529_1.R1011 
LIB3136-050-Q1-K1-H4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279248 

93555_1.R1011 

tzu700201753.hl 

BLASTX 

g4539330 

355 

2.0e-33 

102 

65 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279249 

93560_1.R1011 
LIB3136-051-Q1-K1-E8 



Seq. No. 

Contig ID 
5 '-most EST 



279250 

93562_2.R1011 
nbm700471347.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279251 

93618_1.R1011 
uC-zmromol7017a05al 



Seq. No. 
Contig ID 
5 '-most EST 



279252 

93637_1.R1011 
xjt700092028.hl 



Seq, No. 
Contig ID 
5 '-most EST 



279253 

93642_1.R1011 
uC-zmflb73193f01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279254 

93649_1.R1011 

uC-zmflmol7072cl0bl 

BLASTX 

g4539335 

974 

l.Oe-105 

271 

63 

(AL035539) putative protein [Arabidopsis thaliana] 



38943 



® 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



279255 

93658_1.R1011 
LIB3136-052-Q1-K1-H3 

279256 

93661_1.R1011 

LIB3136-052-Q1-K1-H6 

BLASTX 

g2190557 

208 

l.Oe-16 

99 
44 

(AC001229) F5I14.il [Arabidopsis thaliana] 
279257 

93663_1,R1011 

uC-zmflb73157f02al 

BLASTN 

g902200 

443 

O.Oe+00 

506 

49 

Z.mays complete chloroplast genome 
279258 

93676_1.R1011 
wyr700237267.hl 

279259 

93725_1.R1011 
LIB3136-055-Q1-K1-E10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



279260 

93728_2.R1011 

uC-zmflb7 30 99cl2bl 

BLASTX 

g3885328 

292 

3.0e-26 

107 

54 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

279261 

93741_1.R1011 
LIB3136-055-Q1-K1-E9 



Seq. No. 

Contig ID 
5 '-most EST 



279262 

93746__1.R1011 
nbm700468212.hl 



Seq. No. 

Contig ID 



279263 

93754 l.RlOll 



38944 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



qmh700029803.fl 

BLASTX 

g3873710 

354 

2. Oe-33 

126 

52 

(Z73102) predicted using Genefinder; similar to Zinc 
finger, C2H2 type; cDNA EST EMBL:M89161 comes from this 
gene; cDNA EST EMBL:T01394 comes from this gene; cDNA EST 
EMBL:T02192 comes from this gene; cDNA EST EMBL:D714 09 
comes 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279264 

93759_1.R1011 

uwc700155329.hl 

BLASTX 

g3355658 

183 

2,0e-13 

120 

35 

(AJ009691) SMC2orf [Podocoryne carnea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279265 

93762_1.R1011 

LIB3136-056-Q1-K1-B10 

BLASTX 

g2961346 

400 

5,0e-39 

89 
76 

(AL022140) 
thaliana] 



pectinesterase like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



279266 

93769__1.R1011 
uC-2mflb73270el2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279267 

93776_1.R1011 

LIB3136-056-Q1-K1-C2 

BLASTX 

g2335100 

494 

5.0e-50 

131 

69 

(AC002339) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279268 

93778_1.R1011 

uC-zmflb73159h02b2 

BLASTX 

g2341035 

738 



38945 



E value 
Match length 
% identity 
NCBI Description 



4.0e-78 

243 

56 

(AC000104) Match to Arabidopsis photolysase (PHHl) gene 
(gb_X99061) and cryptochrome 2 apoprotein (CRY2) 
(gb_U43397) . ESTs gb_W43661 and gb_Z25638 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279269 

93802_1.R1011 

tzu700201192.hl 

BLASTX 

g4586113 

401 

5,0e-39 

123 
69 

(AL04 9638) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279270 

93805_1.R1011 
LIB3136-056-Q1-K1-F3 



Seq. No. 

Contig ID 
5 '-most EST 



279271 

93822__1.R1011 
LIB3136-056-Q1-K1-H11 



Seq. No. 
Contig ID 
5 '-most EST 



279272 

93831_1.R1011 
uC-zmflmol7268allbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279273 

93853_1.R1011 

wty700170321.hl 

BLASTX 

g3033400 

693 

3.0e-74 

162 
85 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279274 

93869__1.R1011 
uC-zmflB73043e02bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279275 

93891_1.R1011 

uC-zmflmol7241a02bl 

BLASTX 

g2464905 

274 

l.Oe-23 

70 

76 



38946 



NCBI Description (Z99708) minor allergen [Arabidopsis thaliana] 





Seq. No. 


279276 




Contig ID 


93891_2.R1011 




5 '-most EST 


yyf 7 0035150 9 . nl 




Method 


BLASTX 




NCBI GI 


g2464905 




BLAST score 


391 




E value 


8.0e-38 




Match length 


118 




% identity 


69 




NCBI Description 


(Z99708) minor allergen [Arabidopsis thaliana] 




Seq. No. 


279277 




Contig ID 


93901_1.R1011 




5 '-most EST 


uC-zmf Ib73061e0 9bl 




Method 


BLASTX 




NCBI GI 


g3395431 




BLAST score 


217 


. f^. 


E value 


2.0e-17 


i" 


Match length 


75 




% identity 


51 


^= 


NCBI Description 


{AC004683) unknown protein [Arabidopsis thaliana] 




Seq. No. 


279278 




Contig ID 


93904 l.RlOll 


fn 


5 » -most EST 


wty700167673.hl 




Method 


BLASTX 


s 


NCBI GI 


g2760830 


M= 


BLAST score 


318 




E value 


l.Oe-29 


l1 


Match length 


70 




% identity 


79 




NCBI Description 


{AC003105) putative beta-ketoacyl-CoA synthase [Arabidop; 


O 




thaliana] 




Seq. No. 


279279 




Contig ID 


93911_1.R1011 




5 '-most EST 


LIB3136-058-Q1-K1-A5 




Method 


BLASTX 




NCBI GI 


g4455174 




BLAST score 


161 




E value 


6.0e-ll 




Match length 


45 




% identity 


64 




NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 




Seq. No. 


279280 




Contig ID 


93930 l.RlOll 




5 '-most EST 


mwy700442740.hl 




Method 


BLASTX 




NCBI GI 


g2642165 




BLAST score 


156 




E value 


3.0e-10 




Match length 


66 




% identity 


41 




NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 


279281 


Contig ID 


93945 l.RlOll 


5 '-most EST 


uC-zmflb73274a02bl 


Seq. No. 


279282 


Contig ID 


93949 l.RlOll 


5 '-most EST 


LIB3136-058-Q1-K1-E5 


Seq. No. 


279283 


Contig ID 


93951_1.R1011 


5 '-most EST 


uC-zmroteosinte037f 05bl 


Method 


BLASTX 


NCBI GI 


g3915463 


BLAST score 


o o 


E value 


9.0e-16 


Match length 


127 


% identity 


41 


NCBI Description 


HYPOTHETICAL 33.1 KD PR 


> gi_l 65206 3_db j _BAA1 698 




[Synechocystis sp. ] 


Seq. No. 


279284 


Contig ID 


93964 l.RlOll 


5 '-most EST 


uC- zmf Imo 1 7 3 1 D dO 6b 1 


Method 


BLASTX 


NCBI GI 


g2832641 


BLAST score 


290 


E value 


6.0e-26 


Match length 


99 


% identity 


54 



(D90902) hypothetical protein 



NCBI Description 



(AL021710) 
thaliana] 



glycolate oxidase - like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279285 

93966_1.R1011 

uC-zmflb73116g05b2 

BLASTX 

g4056479 

277 

2.0e-24 

85 
65 

(AC005896) unknown protein [Arabidopsis thaliana] 
279286 

93972_1.R1011 

uC-zmflb73222e03bl 

BLASTX 

g4538927 

418 

l.Oe-40 

149 

59 

(AL04 9483) putative peroxidase [Arabidopsis thaliana] 



Seq. No. 



279287 



38948 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



93974_1.R1011 

LIB3136-058-Q1-K1-H12 

BLASTX 

g3319876 

177 

8.0e-13 

86 
48 

(AJ007791) Msh3 protein [Arabidopsis thaliana] 
279288 

93983_1.R1011 
LIB3136-059-Q1-K1-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279289 

93985_1.R1011 

LIB3136-059-Q1-K1-A4 

BLASTX 

g3912925 

342 

3.0e-32 

124 

60 

(AF001308) syntaxin-like protein 



[Arabidopsis thaliana] 



279290 

93992_1.R1011 

uC-zmflmol7289e05bl 

BLASTX 

g4262226 

149 

3.0e-09 

35 
74 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
279291 

93992_2.R1011 
LIB3136-059-Q1-K1-B10 



Seq. No. 
Contig ID 
5 '-most EST 



279292 

94002_1.R1011 
LIB84-021-Q1-E1-E11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



279293 

94012_1.R1011 

xyt700344094.hl 

BLASTX 

g3775993 

1347 

l.Oe-149 

297 
87 

(AJ010460) RNA helicase [Arabidopsis thaliana] 
279294 

94032 l.RlOll 



38949 



5 '-most EST 



LIB3136-05 9-Q1-K1-F5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279295 

94065__1.R1011 

LIB3136-060-Q1-K1-B2 

BLASTX 

g4468986 

228 

l.Oe-18 

153 

32 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279296 

94069_1.R1011 
LIB3136-060-Q1-K1-B7 



Seq. No. 

Contig ID 
5 '-most EST 



279297 

94076__1.R1011 
LIB3137-016-Q1-K1-F4 



Seq. No. 

Contig ID 
5 '-most EST 



279298 

94128_1.R1011 
LIB3137-001-Q1-K1-B8 



Seq. No. 

Contig ID 
5 '-most EST 



279299 

94135_1.R1011 
LIB3137-001-Q1-K1-C5 



Seq. No. 
Contig ID 
5 '-most EST 



279300 

94139_1.R1011 
LIB3137-001-Q1-K1-C9 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279301 

94148_1.R1011 

tzu700204673.hl 

BLASTX 

g3702368 

609 

3.0e-63 

184 

59 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279302 

94148_2.R1011 

LIB3137-001-Q1-K1-E10 

BLASTX 

g3702368 

271 

5.0e-24 

90 

54 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 



38950 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279303 

94163_1.R1011 

nbm700467967.hl 

BLASTX 

gl806617 

395 

2.0e-44 

194 

47 

{U66167) spindle assembly checkpoint component [Xenopus 
laevis] 



Seq. No. 
Contig ID 
5 '-most EST 



279304 

94171_1.R1011 
LIB3137-0 01-Q1-K1-G3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279305 

94176_1.R1011 

fC-zmse700614474al 

BLASTX 

g2827715 

342 

4 .Oe-32 

151 

50 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279306 

94189_1.R1011 

dyk700106663.hl 

BLASTX 

g294845 

307 

5.0e-28 

91 

66 

{L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279307 

94199_1.R1011 

uC-zmflb73177d08bl 

BLASTX 

g2979544 

409 

7 .Oe-40 

173 
50 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
279308 

94217_1.R1011 
wty700163954.hl 



Seq. No. 
Contig ID 



279309 

94218 l.RlOll 



38951 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3137-002-Q1-K1-D3 

BLASTN 

g257040 

57 

4.0e-23 

65 

97 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
279310 

94223_1.R1011 

LIB3137-002-Q1-K1-D8 

BLASTX 

g3647355 

594 

3.0e-61 

225 

52 

{Z97348) predicted using hexExon; MAL3P1.12 (PFCOlSOw) , 
Human hypothetical protein KIAA024 9-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA0249 (SW: Y24 9_HUMA 

279311 

94229_1.R1011 

LIB3137-002-Q1-K1-E2 

BLASTX 

g2104535 

628 

l.Oe-94 

257 
68 

{AF001308) T10M13.13 [Arabidopsis thaliana] 
279312 

94229_3.R1011 

tzu700204602.hl 

BLASTX 

g3046696 

544 

7.0e-56 

121 
83 

(AL022224) CTP synthase like protein [Arabidopsis thaliana] 
279313 

94231_1.R1011 

fC-zmfl700381860yl 

BLASTX 

g2961371 

374 

l.Oe-35 

217 

41 

(AL022141) hypothetical protein (fragment) [Arabidopsis 
thaliana] 



38952 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279314 

94241_1.R1011 

xmt700265273.hl 

BLASTX 

g4454471 

224 

8.0e-27 

123 

52 

(AC006234) putative G protein coupled receptor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279315 

94242_1.R1011 

uC-zmflb73197b06bl 

BLASTX 

gl076385 

1911 

0. Oe+00 

483 

76 

protein kinase (EC 
>gi_433052 (L23985) 



>.7,1.37) tousled - Arabidopsis thaliana 
protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279316 

94260_1.R1011 

uC-zmflMol7065cl0bl 

BLASTX 

gl076813 

1098 

l.Oe-120 

222 

95 

initiator-binding protein - maize 



Seq. No. 

Contig ID 
5 '-most EST 



279317 

94262_1.R1011 
uC-zmflb73226cllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279318 

94271_1.R1011 

uwc700150971.hl 

BLASTX 

g629561 

155 

2.0e-15 

127 

39 

SRGl protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRGl 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



279319 

94277_1.R1011 
LIB3137-003-Q1-K1-A6 



Seq. No. 



279320 



38953 



Contig ID 
5 '-most EST 



94284_1,R1011 
LIB3137-003-Q1-K1-B2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279321 

94295_1.R1011 

uC-zmflmol7168g05bl 

BLASTX 

g3142301 

198 

l.Oe-17 

77 
65 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb_M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q0594 6. 
ESTs gb_N65081 gb__Z30910, gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 

279322 

94325_1.R1011 

vux700159583.hl 

BLASTX 

g882570 

278 

l.Oe-24 

130 

44 

{U28377) ORF_o265; alternate name ygiE; orfB of M77129 
[Escherichia coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279323 

94329_1.R1011 

xmt700257929.hl 

BLASTN 

g22549 

56 

l.Oe-22 

120 
87 

Maize gene for a 27kDa storage protein, zein 
279324 

94341_1.R1011 
xjt700093703.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279325 

94369_1.R1011 
vux700160737.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



279326 

94373^1. RlOll 

xmt700267951.hl 

BLASTX 

gll3595 

864 

3.0e-93 
175 



38954 



# 



% identity 

NCBI Description 



90 

ALDOSE REDUCTASE (AR) {ALDEHYDE REDUCTASE) 

>gi_100562_pir S15024 aldose reductase-related protein - 

barley >gi__188 91_emb_CAA40747_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



279327 

94387_1.R1011 

LIB3137-004-Q1-K1-E8 

BLASTX 

gl931654 

188 

4.0e-14 

142 

35 

(U95973) BRCAl-associated RING domain protein isolog 
[Arabidopsis thaliana] 

279328 

94390_1.R1011 

uC-zmromol7111b09al 

BLASTX 

g3913952 

159 

9.0e-ll 

41 

71 

ADENYLATE KINASE (ATP-AMP TRANS PHOSPHORYLASE) >gi_2351578 
(U82330) adenylate kinase homolog [Prunus armeniaca] 

279329 

94394_1.R1011 

pmx700087541.hl 

BLASTX 

g3421378 

519 

2.0e-52 

279 

42 

(AF08 024 9) kinesin-like heavy chain [Arabidopsis thaliana] 
279330 

94395_1.R1011 

uC-zmrob73055h01bl 

BLASTX 

gll71579 

410 

5. Oe-40 

127 

58 

(X95342) cytochrome P450 [Nicotiana tabacum] 
279331 

94396__1.R1011 
xjt700095512.hl 



Seq. No. 



279332 



38955 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94406_1.R1011 

LIB3137-004-Q1-K1-H3 

BLASTX 

g2262101 

397 

8.0e-39 

109 
78 

(AC002343) 
thaliana] 



kinesin heavy chain isolog [Arabidopsis 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279333 

94409_1.R1011 

cyk700050915.fl 

BLASTX 

g3395425 

326 

4.0e-30 

117 

40 

(AC004 683) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279334 

94457_1,R1011 

LIB3137-005-Q1-K1-E4 

BLASTX 

g4409804 

182 

3.0e-13 
110 
37 

(AF091502) 
reuteri] 



autoaggregation-mediating protein [Lactobacillus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



279335 

94473_1.R1011 

uC-zmflb73064h04bl 

BLASTX 

g2811029 

507 

2.0e-51 

145 
65 

ACETYLORNITHINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (ACTA) 
>gi_1944511_emb__CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 

279336 

94473_2.R1011 

uC-zmflmol7152h02al 

BLASTX 

g3913080 

233 

8.0e-29 
155 



38956 





A 1 


NCBI Description 


ACETYLORNI THINE AMINOTRANSFERASE (ACOAT) >gi_2 650570 




(AEOOllOl) acetylornithine aminotransferase (argD-1) 




[fircnaeogiODUs ruigiuusj 


Seq. No. 


279337 


Contig ID 


94474_1.R1011 


0 lUOiSC. HiOl 




Seq. No. 


279338 


Contig ID 


94507__1.R1011 


0 inosL xiioi 


LiliDj Lo / UUo yi JM rlO 


Seq. No. 


279339 


Contig ID 


94515^1. RlOll 






Seq. No. 


279340 


Contig ID 


94516__1.R1011 


D — mOSc iijbi 


lilrSol-j / UUO rvl oil 


Seq. No. 


279341 


Contig ID 


94527_1.R1011 


0 iLlOSI. JliO i 


iiiJDOio / uu / yi iM i-io 


Seq. No. 


279342 


Contig ID 


94569_1.R1011 


o — iriosti hib 1 


LlnolJ / — U 1 l~y l~i\i — Liz 


Seq. No. 




Contig ID 


94o77 l.RlOll 


0 mo sr. tioi 


mwy /uu4oy/DU.ni 


Seq. No. 


Z / yo4 4 




y^DOO l.Klull 


0 -inosL Hjoi 


Lloolo / — UUo~yi~i\l— iiz 


Method 


BLASTX 


NCBI GI 


g2252631 


oIjAo 1 score 


O / / 


E value 


J • ue o o 


Match length 


93 


% identity 


80 


NCBI Description 


(Uy5y/Jj Hypothetical protein LAraJoiaopsis tnalianaj 


beq. No. 


z / y o 4 0 


Loncig iu 


y41 00 0 1 . KlU 11 




lilrjjlo / UUO (j^l 1\1 


beq . NO . 


z / y o 4 0 


Loncig lu 


y4 Dl J 1 . KlU 11 


-J IllV^O L. k-tiD X 




Method 


BLASTX 


NCBI GI 


g3522938 


BLAST score 


305 


E value 


l.Oe-27 


Match length 


153 


% identity 


46 



38957 



NCBI Description (AC004411) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279347 

94629_1.R1011 

ntr700072511.hl 

BLASTX 

gll77047 

357 

8.0e-34 

95 

68 

14 KD ZINC-BINDING PROTEIN (PROTEIN KINASE C 
(PKCI) >gi_629857_pir S44158 protein kinase 



INHIBITOR) 
C inhibitor 



maize >gi_473187_emb_CAA827 51_ 
inhibitor [Zea mays] 



(Z29643) protein kinase C 



Seq. No. 

Contig ID 
5 '-most EST 



279348 

94632_1.R1011 
LIB3137-008-Q1-K1-G7 



Seq. No. 

Contig ID 
5^ -most EST 



279349 

94640_2.R1011 
yyf700352425.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279350 

94658_1.R1011 
rvt700551538.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279351 

94675_1.R1011 

wty700164364.hl 

BLASTN 

gl864000 

83 

l,0e-38 

159 

88 

Maize DNA for Fd III, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279352 

94690_1.R1011 

LIB3137-009-Q1-K1-E9 

BLASTX 

gl36125 

285 

3.0e-25 

92 

61 

PUTATIVE AC TRANSPOSASE (ORFA) >gi_22113_emb_CAA2 9005_ 
(X05424) ORFa [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279353 

94716_1.R1011 

LIB3137-009-Q1-K1-H5 

BLASTX 

g2746086 

524 



38958 



E value 
Match length 
% identity 
NCBl Description 



2.0e-53 

128 

76 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgar e] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279354 

94720_1.R1011 

fwa700099753.hl 

BLASTX 

g3201680 

311 

4,0e-33 

181 
43 

(AF060941) extra-large G-protein [Arabidopsis thaliana] 
279355 

94721_1.R1011 
uC-zmflB73005d04bl 

279356 

94725_1,R1011 

uC-2mroteosinte009h08bl 

BLASTX 

g2506931 

206 

3.0e-16 

62 
71 

APYRASE PRECURSOR (ATP-DIPHOSPHATASE) (ADENOSINE 
DIPHOSPHATASE) (ADPASE) (ATP-DIPHOSPHOHYDROLASE) 

>gi_2129977_pir JC4616 apyrase (EC 3.6.1.5) - potato 

>gi_1381633 {U58597) ATP-diphosphohydrolase [Solanum 
tuberosum] 



Seq. No. 


279357 


Contig ID 


94727 l.RlOll 


5 '-most EST 


LIB36-021-Q1-E1- 


Method 


BLASTX 


NCBI GI 


g4583546 


BLAST score 


197 


E value 


6.0e-15 


Match length 


85 


% identity 


47 


NCBI Description 


(AJ010819) GrpE 


Seq. No. 


279358 


Contig ID 


94735 l.RlOll 


5 '-most EST 


LIB3137-010-Q1- 


Seq. No. 


279359 


Contig ID 


94744 l.RlOll 


5 -'-most EST 


wty700168812.hl 


Seq. No. 


279360 


Contig ID 


94744_2.R1011 



38959 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ceu700432353.hl 
279361 

94754_1.R1011 

LIB3137-010-Q1-K1-C9 

BLASTX 

g4056420 

274 

3.0e-24 

112 

52 

(AC005322) ESTs gb_T144077 and gb_T43352 come from thxs 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279362 

94771_1.R1011 

uC-zmflmol7012c02bl 

BLASTX 

g3319357 

527 

6.0e-82 

236 

67 

(AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) (GB : AE001056) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
.5 '-most EST 



279363 

94795_1.R1011 
LIB3137-010-Q1-K1-G9 



Seq. No. 
Contig ID 
5 '-most EST 



279364 

94798_1.R1011 
hbs701182884 .hi 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279365 

94822_1.R1011 

LIB3137-011-Q1-K1-C10 

BLASTX 

g2104535 

242 

2.0e-20 

68 

72 

{AF001308) T10M13.13 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279366 

94831^1. RlOll 
LIB3137-011-Q1-K1-C9 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



279367 

94833_1.R1011 

uC-zmroteosinte025c07bl 

BLASTN 

g287832 

60 

6.0e-25 
151 



38960 



% identity 8 6 

NCBI Description Z.mays yptml cDNA 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5* -most EST 



279368 

94834^1. RlOll 
LIB3137-011-Q1-K1-D3 

279369 

94838_1.R1011 
uC-2mflmol718 6a04bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279370 

94843_2.R1011 

LIB3137-011-Q1-K1-E2 

BLASTX 

g2911052 

346 

l.Oe-32 

121 
59 

(AL021961) putative protein [Arabidopsis thaliana] 
279371 

94845_1.R1011 
uC-zmflb73012a01bl 



Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



279372 

94867_1.R1011 

LIB3137-011-Q1-K1-H10 

BLASTX 

g2129833 

156 

3.0e-10 

149 

28 

late embryogenesis abundant protein group 3 (clone pGmPMS) 
- soybean (fragment) 

279373 

94870_1.R1011 

uwc700155414,hl 

BLASTX 

gl922242 

228 

l.Oe-18 

74 
65 

(Y10084) hypothetical protein [Arabidopsis thaliana] 
279374 

94900__1.R1011 

tfd700572649.hl 

BLASTX 

g3540201 

576 

3-0e-59 
150 



38961 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

{AC004260) 



Putative nuclear protein [Arabidopsis thaliana] 



279375 

94900_2.R1011 
pwr700449927.hl 

279376 

94901_1.R1011 
LIB3137-012-Q1-K1-C6 

279377 

94904^1. RlOll 

uC-zmflmol7312f07bl 

BLASTX 

g2832651 

274 

9.0e-24 

233 
39 

(AL021710) 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID - 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



RNA helicase - like protein [Arabidopsis 



279378 

94926__1.R1011 
LIB3137-012-Q1-K1-F10 

279379 

94932_1.R1011 
LIB3137-012-Q1-K1-F5 

279380 

94961_1.R1011 

LIB3137-019-Q1-K1-H7 

BLASTX 

g4586058 

267 

2.0e-23 

131 

41 

{AC007020) unknown protein [Arabidopsis thaliana] 
279381 

94975_1.R1011 

LIB3137-013-Q1-K1-B4 

BLASTX 

g505100 

231 

l.Oe-18 

100 

43 

{D31886) KIAA0066 [Homo sapiens] 
279382 

94994_1.R1011 

LIB3137-013-Q1-K1-D3 

BLASTX 



38962 



NCBI GI 


g3763925 


J-J J_ljr\0 J. OOWJ_C 


634 


£j V CIJ- LiC- 


4 Oe-66 




141 


O X^^dil L L. _y 


82 


NCBI Description 


(AC004450) putative AflO- 


9prr Nr» 


^ / ^ ^ (J ^ 


Contia ID 


95013 l.RlOll 




nC-zmf lmol7333f 02bl 


Method 


BLASTX 


NCBI GI 


g3695388 




176 


F. v^^ 1 UP 


5 . Oe-12 


Match length 


144 


% identity 


43 




/AFn96371^ No dpfinition 


Seq. No. 


279384 


Contig ID 


95028 2.R1011 






Seq, No. 


279385 


Contig ID 


95060 l.RlOll 




nr-7-mf 1 h7^3S9dnfi3? 


O t; ♦ LN <J • 


?7 Q^fi^ 

/ _/ (J U 






S'-most EST 


LIB313'7-014-Ol-Kl-C4 


O c . LN Q » 




Pnnl" in TD 


95086 1 RlOll 


S'-most EST 


vmt70'0221636 hi 


Method 


BLASTX 


NCBI GI 


g4220527 


Jj J-Ji^O ± O W X C 


174 


£!j V CLJ- U.C 


4 . Oe-12 




o u 




o o 


KFPRT npcm-r i nf" i on 


^AT.n3S356) nnt^'h-ivp nroti 

y \J -J ^ \J J Sj" L.i I— CI ( L V C J. U ' 




Z / j30 0 0 


Pont in TD 


95102 1 RlOll 


-J iUOo JltO 1 




Method 


BLASTX 


NCBI GI 


g3777600 




290 


III vctXUfc; 


4 rip-9fi 








-? X 


NCBI Description 


{AF095708) SOS ribosomal 


Seq. No. 


279389 


Contig ID 


95105 l.RlOll 


5 '-most EST 


LIB3137-015-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3360289 



38963 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



781 

2.0e-83 

185 
81 

(AF023164) leucine-rich repeat transmeinbrane protein kinase 
1 [2ea mays] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



279390 

95105_2.R1011 

tfd700571884.hl 

BLASTX 

g3360289 

546 

3.0e-56 

120 

83 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [2ea mays] 

279391 

95111^1. RICH 
LIB3137-015-Q1-K1-C11 

279392 

95115_2.R1011 
uC-zmflb73253h09bl 



Seq. No. 

Contig ID 
5 '-most EST 



279393 

95129^1. RICH 
LIB3137-015-Q1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



279394 

95130__1.R1011 
xjt700092907.hl 

279395 

95133_1.R1011 

uC-zmflb73257c08b3 

BLASTN 

g2735839 

134 

3.0e-69 

330 
93 

Sorghum bicolor ADP-glucose pyrophosphorylase subunit SH2, 
transcriptional regulator, NADPH-dependent reductase Al-a 
and NADPH-dependent reductase Al-b genes, complete cds 

279396 

95134__1.R1011 

uC- zmf Imo 17054c09bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



279397 

95138_1.R1011 
dyk700106684 .hi 
BLASTX 
g4490733 



3Q964 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



375 

3.0e-52 

223 
52 

{AL035709) putative protein [Arabidopsis thaliana] 
279398 

95150_1.R1011 

LIB3137-015-Q1-K1-G12 

BLASTX 

g4538617 

185 

6.0e-14 

84 

44 

{AJ011316) FolC protein [Methylobacterium sp. CM4] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279399 

95187_1.R1011 
uC-zmflb73223f09b2 

279400 

95191_1.R1011 

LIB3137-016-Q1-K1-C3 

BLASTX 

g4589852 

561 

2.0e-65 

216 
58 

(AB025968) cycloartenol synthase [Glycyrrhiza glabra] 
279401 

95191_2.R1011 

gct701175404.hl 

BLASTX 

g2627181 

244 

5.0e-21 

86 
53 

(D89619) cycloartenol synthase [Pisum sativum] 
279402 

95199_1.R1011 
LIB3137-016-Q1-K1-D12 

279403 

95215_1.R1011 

LIB3137-041-Q1-K1-D7 

BLASTX 

g746487 

147 

5.0e-09 

100 

39 

(U23514) No definition line found [Caenorhabditis elegans] 



38965 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279404 

95228_1.R1011 

uC-zmflinol7071h05bl 

BLASTX 

g4586107 

263 

2.0e-22 
170 
12 

(AL049638) 
thaliana] 



putative disease resistance protein [Arabidopsis 



Seq. No. 


279405 


Contig ID 


95245 l.RlOll 


5 '-most EST 


uC-zmflb73151f01bl 


Method 


BLASTX 


NCBI GI 


g927577 


BLAST score 


477 


E value 


7.0e-48 


Match length 


119 


% identity 


73 


NCBI Description 


(U12927) alpha-galactosidase 


Seq. No. 


279406 


Contig ID 


95263 l.RlOll 


5 '-most EST 


LIB3137-017-Q1-K1-B7 


Seq. No. 


279407 


Contig ID 


95277 l.RlOll 


5 '-most EST 


uC-zmflB73009cl0bl 


Seq. No. 


279408 


Contig ID 


95284 l.RlOll 


5 '-most EST 


LIB3137-059-Q1-K1-E11 


Seq. No. 


279409 


Contig ID 


95286 l.RlOll 


5 '-most EST 


clt700046217.fl 


Seq. No. 


279410 


Contig ID 


95318 l.RlOll 


5 '-most EST 


uwc700150364.hl 


Method 


BLASTX 


NCBI GI 


g4056427 


BLAST score 


253 


E value 


l.Oe-21 


Match length 


129 


% identity 


50 


NCBI Description 


(AC005322) Contains similari 



protein (ZAC) from Homo sapiens. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



279411 

95320_1.R1011 
tzu700202452.hl 
BLASTX 
gl871192 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



641 

6.0e-67 

171 

70 

{U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279412 

95362_1,R1011 
wty700172012.hl 

279413 

95363_1.R1011 
yne700379581.hl 

279414 

95390_1.R1011 

zuv700354507.hl 

BLASTX 

gl458245 

493 

4.0e-49 

266 
41 

{U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 

279415 

95391_1.R1011 
LIB3137-018-Q1-K1-G11 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279416 

95417_2.R1011 
LIB3137-023-Q1-K1-C12 

279417 

95423_1.R1011 

xjt700096133.hl 

BLASTX 

g3608138 

207 

3.0e-16 

76 

55 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
279418 

95427_1.R1011 

LIB3137-019-Q1-K1-B6 

BLASTX 

g4586107 

685 

5.0e-72 

195 

43 
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NCBI Description (AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 

Seq. No. 279419 

Contig ID 95433__1 . RlOll 

5^ -most EST LIB3137-019-Q'1-K1-C2 

Method BLASTX 

NCBI GI g2980789 

BLAST score 329 

E value l.Oe-30 

Match length 151 

% identity 4 9 

NCBI Description (AL022197) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 279420 

Contig ID 95436^1 .RlOll 

5'-most EST pmx70008 6255 . hi 

Seq. No. 279421 

Contig ID 95451_1 . RlOll 

5 '-most EST LIB3137-019-Q1-K1-E3 

Method BLASTX 

NCBI GI g3201628 

BLAST score 1063 

E value l.Oe-116 

Match length 269 

% identity 72 

NCBI Description (AC004669) unknown protein [Arabidopsis thaliana] 

Seq. No. 279422 

Contig ID 954 68_1 . RlOll 

5 '-most EST LIB3137-019-Q1-K1-F9 

Method BLASTX 

NCBI GI g537296 

BLAST score 175 

E value l.Oe-12 

Match length 7 9 

% identity 46 

NCBI Description (U13924) chalcone reductase [Medicago sativa subsp. sativa] 

>gi_1096529_prf 2111449A chalcone reductase [Medicago 

sativa] 

Seq. No. 279423 

Contig ID 9547 6_1 . RlOll 

5 '-most EST LIB3137-019-Q1-K1-G7 

Method BLASTX 

NCBI GI g3135611 

BLAST score 319 

E value 3.0e-29 

Match length 93 

% identity 63 

NCBI Description (AF062485) cellulose synthase [Arabidopsis thaliana] 

Seq. No. 279424 
Contig ID 95487_1 . RlOll 

5'-most EST yyf 7003494 69 . hi 

Method BLASTX 
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NCBI GI g2809264 

BLAST score 198 

E value 7.0e-15 

Match length 262 

% identity 27 

NCBI Description (AC002560) F21B7.33 [Arabidopsis thaliana] 

Seq. No. 279425 
Contig ID 95487_2.R1011 
5 '-most EST dyk700103918 . hi 

Seq. No. 279426 
Contig ID 95513_1 . RlOll 

5^-most EST xsy700213637 .hi 

279427 

95518_1. RlOll 
LIB3137-020-Q1-K1-D1 
BLASTN 
g312180 
67 

3.0e-29 
95 
93 

Z.mays GapC4 gene 





Seq. No. 


279428 




Contig ID 


95524 1. RlOll 




5 '-most EST 


LIB3137-020-Q1-K1-D5 




Method 


BLASTX 




NCBI GI 


g4006886 




BLAST score 


168 




E value 


5.0e-16 




Match length 


106 




% identity 


43 




NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 




Seq. No. 


279429 




Contig ID 


95529 1. RlOll 




5 '-most EST 


LIB3137-020-Q1-K1-E7 




Seq. No. 


279430 




Contig ID 


95536 1. RlOll 




5 '-most EST 


LIB3137-020-Q1-K1-E9 




Method 


BLASTX 




NCBI GI 


g3806016 




BLAST score 


173 




E value 


3.0e-12 




Match length 


100 




% identity 


48 




NCBI Description 


{AF053104) peroxisomal targeting signal 1 receptor; 






receptor; Pex5p [Nicotiana tabacum] 




Seq. No. 


279431 




Contig ID 


95551 1. RlOll 




5 '-most EST 


nbm700476743.hl 




Method 


BLASTX 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4530611 
503 

5.0e-51 

102 
92 

(AF134552) serine/threonine protein phosphatase PP2A-2 
catalytic subunit [Oryza sativa subsp. indica] 

279432 

95556__1.R1011 

LIB3137-020-Q1-K1-H1 

BLASTX 

g2826786 

312 

l.Oe-28 

90 

74 

(Y10905) RAPB protein [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279433 

95590_1.R1011 
LIB3137-043-Q1-K1-D2 

279434 

95593_1.R1011 

uC-zmflmol7077al2bl 

BLASTX 

g3413511 

196 

8.0e-15 

71 

52 

(AJ000265) glucose-6-phosphate isomerase [Spinacia 
oleracea] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



279435 

95604_1.R1011 
xjt700096803.hl 

279436 

95615_1.R1011 

mwy700438621.hl 

BLASTX 

g3582335 

646 

2.0e-67 

206 
59 

(AC005496) unknown protein [Arabidopsis thaliana] 
279437 

95618_1.R1011 
xsy700217456.hl 

279438 

95625_1.R1011 
uC-zmflmol7077dl2bl 
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Method 


BLASTX 


NCBI GI 


g2288988 


BLAST score 


171 


E value 


l.Oe-11 


Match length 


83 


% identity 


43 


NCBI Description 


(AC002335) hypothetical protein 


Seq. No. 


279439 


Contig ID 


95625 3.R1011 


5 '-most EST 


LIB3137-021-Q1-K1-F8 


Seq. No. 


279440 


Contig ID 


95627 l.RlOll 


5 '-most EST 


uC-zmflmol7294a01bl 


Method 


BLASTX 


NCBI GI 


gl4 69228 


BLAST score 


368 


E value 


5, Oe-35 


Match length 


133 


% identity 


57 


NCBI Description 


(Z74841) hypothetical protein [ 


Seq. No. 


279441 


Contig ID 


95632 l.RlOll 


5 '-most EST 


uC-zmflmol717 4a09bl 


Method 


BLASTX 


NCBI GI 


g4467130 


BLAST score 


235 


E value 


2.0e-19 


Match lenath 


90 


% identity 


54 


NCBI Description 


(AL035538 ) glycosyltransf erase 




thaliana] 


Seq. No. 


279442 


Contig ID 


95666 l.RlOll 


5 '-most EST 


LIB3137-022-Q1-K1-C9 


Seq. No. 


279443 


Contig ID 


95693 l.RlOll 


5 '-most EST 


LIB3137-022-Q1-K1-E6 


Seq. No* 


279444 


Contia ID 


95697 l.RlOll 


5 '-most EST 


LIB3137-022-Q1-K1-F1 


Seq. No. 


279445 


Contig ID 


95711 l.RlOll 


5 '-most EST 


uC-zmflb73013c02bl 


Method 


BLASTX 


NCBI GI 


gl929056 


BLAST score 


412 


E value 


2.0e-40 



[Arabidopsis thaliana] 



Match length 

% identity 

NCBI Description 



97 
80 



(Y12090) putative 3, 4-dihydroxy-2-butanone kinase 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



[Lycopersicon esculentuin] 
279446 

95725_1.R1011 

cjh700196141.hl 

BLASTX 

g4544428 

255 

l.Oe-21 

94 
59 

(AC006955) unknown protein [Arabidopsis thaliana] 
279447 

95725_2.R1011 

xsy700210615.hl 

BLASTX 

g4544428 

375 

5.0e-36 

104 

67 

(AC006955) unknown protein [Arabidopsis thaliana] 
279448 

95735_1.R1011 
LIB3137-023-Q1-K1-A8 



Seq. No. 

Contig ID 
5 '-most EST 



279449 

95735__2.R1011 
ceu700434049.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279450 

95738_1.R1011 

tzu700205525.hl 

BLASTX 

g3337367 

273 

6.0e-24 

108 
56 

{AC004481) hypothetical protein [Arabidopsis thaliana] 
279451 

95752_1.R1011 

xsy700212526.hl 

BLASTX 

g2497953 

367 

5.0e-35 

133 
58 

MOLYBDOPTERIN BIOSYNTHESIS CNXl PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNXl) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4 4 69123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 
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Seq. No. 


279452 


Contig ID 


95763 l.RlOll 


5 '-most EST 


uC-zmflm017093bl2bl 


Method 


BLASTX 


NCBI GI 


g2920587 






E value 


l.Oe-103 


Match length 


359 


% identity 


53 


NCBI Description 


(AF038362) TBP-associated factor 172 




>gi_2 99513 6__emb_CAA04 47 5__ (AJ001017) 




sapiens] 


Seq. No. 


279453 


Contig ID 


95788 l.RlOll 


5 '-most EST 


dhd700197950.hl 




JjjjriO i In 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


279454 


Contig ID 


95807 l.RlOll 


5 '-most EST 


LIB3137-023-Q1-K1-H10 


Method 




NCBI GI 


g4539295 


BLAST score 


145 


E value 


4.0e-09 


Matcn length 


c o 
00 


% identity 


53 


NCBI Description 


(AL049480) putative protein [Arabidop 


oeq. NO, 


O T Q yl c E 

z / y 4 0 o 


Contig ID 


95815 l.RlOll 


5 '-most EST 


uC-zmflmol7288e02bl 


Seq. No. 


279456 


Contig ID 


95833 l.RlOll 


5 '-most EST 


LIB3137-024-Q1-K1-B6 


Seq. No. 


279457 


Contig ID 


95839 l.RlOll 


5 '-most EST 


LIB3137-024-Q1-K1-C2 


Method 


DT 7\ CTV 


NCBI GI 


g4559330 


BLAST score 


462 


E value 


6, Oe-46 


Match length 


129 


% identity 


69 


NCBI Description 


(AC007087) unknown protein [Arabidops 


Seq. No. 


279458 


Contig ID 


95865_1.R1011 



[Homo sapiens] 
TAFII170 [Homo 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb7335 6hl2a2 

BLASTX 

g2127717 

152 

3.0e-09 

125 

29 

2-phosphoglycerate kinase (EC 2.7.2.-) - Methanococcus 
jannaschii >gi_1592120 (U67589) 2-phosphoglycerate kinase 
(2pgk) [Methanococcus jannaschii] 



Seq. No. 
Contig ID 
5 '-most EST 



279459 

95921_1.R1011 
uC-zmflmol7122a05bl 



Seq. No. 
Contig ID 
5 '-most EST 



279460 

95932_1.R1011 
pmx700084239.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279461 

95945_1.R1011 
LIB3137-033-Q1-K1-D3 



Seq. No. 

Contig ID 
5 '-most EST 



279462 

95946_1.R1011 
LIB3137-027-Q1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 



279463 

95960^1. RlOll 
LIB3137-027-Q1-K1-F11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279464 

95981_1.R1011 

wyr700243169.hl 

BLASTX 

gl063666 

2352 

0. Oe+00 

600 

91 

(U38791) unknown [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279465 

95981_4.R1011 

uwc700151089.hl 

BLASTN 

gl063665 

193 

l.Oe-104 

319 

55 

Zea mays unknown protein mRNA, complete cds 



Seq. No, 

Contig ID 
5 '-most EST 



279466 

95985_1.R1011 
uC-zmroteosinte005f OBbl 
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Seq. No. 


279467 


Contig ID 


95992 l.RlOll 


5 '-most EST 


LIB3137-028-Q1-K1-A4 


Method 


BLASTX 


JMOrSX bl 


gz DO 1 1 


BLAST score 


147 


E value 


2.0e-09 


Match length 


108 


% identity 


30 


NCBI Description 


(AC002336) hypothetic 


Seq. No. 


279468 


Contig ID 


95994 l.RlOll 


5 '-most EST 


LIB3137-028-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl076757 


BLAST score 


249 


E value 


3.0e-21 


Match length 


84 


% identity 


63 


NCBI Description 


WSI18 protein - rice 



i_537402_dbj_BAA05537_ (D26536) 
WSI18 protein induced by water stress [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



279469 

96002_1.R1011 
uC-zmflmol7217g06bl 

279470 

96027_1.R1011 
xsy700212254 .hi 

279471 

96043_1.R1011 
uC-zmflmol717 6allbl 



Seq. No. 
Contig ID 
5 '-most EST 



279472 

96044_1.R1011 
uC-zmflb73135h04b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279473 

96052_1.R1011 

xyt700344715.hl 

BLASTX 

g4426607 

196 

5.0e-15 

94 

47 

(AF092094) AP-4 adaptor complex beta4 subunit [Homo 
sapiens] 

279474 

96066_1.R1011 

LIB3137-062-Q1-K1-G2 

BLASTX 

gl488255 

412 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



2.0e-40 

122 

65 

(U38416) f erulate-5-hydroxylase [Arabidopsis thaliana] 
>gi_2961381_emb_CAA18128_ (AL022141) f erulate-5-hydroxylase 
(FAHl) [Arabidopsis thaliana] >gi_3925365 (AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 

279475 

96071_1.R1011 

uC-zmflmol70 69f 12bl 

BLASTX 

g557472 

470 

l.Oe-46 

346 

36 

(U15178) arabinosidase [Bacteroides ovatus] 
279476 

96072_1.R1011 
mwy700439374.hl 

279477 

96094_1.R1011 
uC-2mflmol7265d07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279478 

96094_2.R1011 

LIB3137-02 9-Q1-K1-C11 

BLASTX 

g4006829 

468 

6.0e-47 

141 

66 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
279479 

96096_1.R1011 
LIB3137-029-Q1-K1-C2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279480 

96097_1.R1011 

LIB3137-029-Q1-K1-C3 

BLASTX 

g3892709 

387 

3. Oe-37 

147 

57 

(AL033545) putative protein [Arabidopsis thaliana] 
279481 

96104__1.R1011 
LIB3137-039-Q1-K1-G11 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



279482 

96109_1.R1011 
uwc700155628.hl 

279483 

96110_1.R1011 

vux700160889.hl 

BLASTX 

g4314396 

171 

4.0e-12 

91 

37 

(AC006232) putative flavonol 
thaliana] 

279484 

96113_1.R1011 
LIB3137-029-Q1-K1-E4 



sulfotransf erase [Arabidopsis 



279485 

96114_1.R1011 
uC-zmflmol7131el0bl 

279486 

96131_1.R1011 

LIB3137-02 9-Q1-K1-F3 

BLASTX 

g3242705 

804 

4.0e-86 

213 

76 

(AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 

279487 

96138_1.R1011 
LIB3137-029-Q1-K1-G10 

279488 

96150_1.R1011 

LIB3137-029-Q1-K1-H12 

BLASTN 

g3819288 

46 

7.0e-17 

93 
87 

Hordeum vulgare genomic DNA fragment; clone MWG0557.rev 
279489 

96153_2.R1011 
LIB3137-02 9-Q1-K1-H4 

279490 

96171 l.RlOll 



38977 



5 '-most EST 



LIB3137-030-Q1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



279491 

96187__1.R1011 
uC-zmflb73237e07b2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279492 

96198_1.R1011 

uC-zmflb73116h01b2 

BLASTN 

g312180 

58 

2.0e-23 

137 

86 



NCBI Description Z.mays GapC4 gene 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279493 

96204_1.R1011 

xjt700093672.hl 

BLASTX 

g3859998 

407 

l.Oe-39 

107 

66 

(AF091080) unknown [Homo sapiens] 
279494 

96215_1.R1011 

xsy700211906.hl 

BLASTX 

gl899060 

554 

7.0e-57 

146 

70 

(U79669) endosperm C-24 sterol methyltransf erase [Zea mays] 
279495 

96215_2.R1011 

fwa700101558.hl 

BLASTX 

g3560531 

310 

3.0e-28 

146 

44 

(AF042332) cycloartenol-C24-methyltransf erase [Oryza sativa 
subsp. japonica] 

279496 

96217_1.R1011 
uC-zmflMol7083fl2bl 



Seq. No. 
Contig ID 



279497 

96221 l.RlOll 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3137-030-Q1-K1-G6 

BLASTX 

g2746086 

808 

l,0e-86 

198 

76 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



279498 

96228__1,R1011 
uC-zmflb73234f02b2 



Seq. No. 
Contig ID 
5 '-most EST 



279499 

96230_1.R1011 

uC- zmf Imo 17016dl0al 



Seq. No. 

Contig ID 
5 '-most EST 



279500 

96232_1.R1011 
LIB3137-030-Q1-K1-H7 



Seq. No. 

Contig ID 
5 '-most EST 



279501 

96240_1.R1011 

uC- zmf ImO 17211gl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279502 

96257_1.R1011 

uC-zmroteosinte084dllbl 

BLASTX 

g4538920 

423 

2.0e-41 

114 

75 

(AL049483) 
thaliana] 



nitrogen fixation like protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



279503 

96307_1.R1011 
LIB3137-033-Q1-K1-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279504 

96317_1.R1011 

xsy700211565.hl 

BLASTX 

g3341695 

373 

l.Oe-35 

128 

55 

(AC003672) putative thiamin pyrophosphokinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279505 

96324_1.R1011 
uwc700153248.hl 
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Method 


BLASTX 


NCBI GI 


g3850588 


BLAST score 


305 


E value 


l.Oe-29 


Match length 


155 


% identity 


50 


NCBI Description 


(AC005278) Contains similarity to gb_AB011110 KIAA0538 




protein from Homo sapiens brain and to phospholipid-binding 




domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 




from this gene. [Arabidopsis thaliana] 


Seq, No. 


279506 


Contig ID 


96335 l.RlOll 


5 '-most EST 


LIB3137-035-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4538 903 


BLAST score 


1128 


E value 


l.Oe-123 


Match length 


424 


% identity 


54 


NCBI Description 


(AL04 9482) putative protein [Arabidopsis thaliana] 


Seq. No. 


279507 


Contig ID 


96343 l.RlOll 


5 * -most EST 


uC-zmflb73242b04al 


Method 


BLASTX 


NCBI GI 


gl352468 


BLAST score 


635 


E value 


2 . Oe-66 


Match length 


143 


% identity 


89 


NCBI Description 


BETA-FRUCTOFURANOSIDASE 1 PRECURSOR {SUCROSE-6-PHOSPHATE 




HYDROLASE 1) {INVERTASE 1) >gi 1122439 (U16123) invertase 




[Zea mays] 


Seq. No. 


279508 


Contig ID 


96393 l.RlOll 


5 '-most EST 


LIB3137-035-Q1-K1-G5 


Seq, No. 


279509 


Contig ID 


96412 1,R1011 


5 '-most EST 


uC-zmrob73033e05bl 


Method 


BLASTX 


NCBI GI 


g2911058 


BLAST score 


311 


E value 


3.0e-28 


Match length 


122 


% identity 


47 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


Seq, No. 


279510 


Contig ID 


96419 l.RlOll 


5 '-most EST 


xmt700264441,hl 


Seq, No, 


279511 


Contig ID 


96449 l.RlOll 


5 '-most EST 


LIB3137-036-Q1-K1-F1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



BLASTX 

gl354510 

564 

8.0e-58 

138 
76 

{U55205) 



HAL2-like protein [Arabidopsis thaliana] 



279512 

96471_1.R1011 
uC-zmflmol7122a04bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



279513 

96472__1,R1011 

LIB3137-038-Q1-K1-A12 

BLAST N 

g2738749 

169 

4.0e-90 

295 

94 

Zea mays ATP sulfurylase mRNA, complete cds 
279514 

96476_1.R1011 
ceu700434616.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279515 

96478_1.R1011 

LIB3137-038-Q1-K1-A8 

BLASTN 

gl906603 

113 

l.Oe-56 

298 

85 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 



279516 

96491_1.R1011 

pmx700089378.hl 

BLASTX 

g2129855 

834 

l.Oe-128 

258 

83 

mitogen-activated protein kinase 
alfalfa 



MMK2 (EC 2.7.1.-) - 



Seq, No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



279517 

964 99__1.R1011 

LIB3137-038-Q1-K1-D1 

BLASTX 

g2244979 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



263 

5.0e-23 

108 

53 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279518 

96501_1.R1011 
LIB3137-038-Q1-K1-D12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279519 

96505_1.R1011 

uC-zmflb73214h08bl 

BLASTX 

g2780365 

247 

l.Oe-20 

92 
53 

(AB007693) Elongin C 



[Drosophila melanogaster] 



279520 

96525_1.R1011 

cat700017962.rl 

BLASTX 

g4377315 

168 

l.Oe-11 

90 
39 

(AE001679) YtgB-like predicted rRNA methylase [Chlamydia 
pneumoniae] 

279521 

96539_1.R1011 
uC-zmroteosinte004b05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279522 

96574_1,R1011 

xmt700258356.hl 

BLASTX 

g3413699 

233 

4.0e-23 

77 
71 

(AC004747) putative heat shock protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279523 

96596__1.R1011 
uC-zmromol7080bl0al 



Seq. No. 
Contig ID 
5 '-most EST 



279524 

96600_1.R1011 
LIB3137-039-Q1-K1-E2 



38982 



Seq, No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279525 

96605_1.R1011 
uwc700155715,hl 
BLASTX 
g2833379 
178 

5.0e-13 
82 
55 

RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 
PYROPHOSPHATE SYNTHETASE 1) (PRS I) 
ribose-phosphate pyrophosphokinase 
Arabidopsis thaliana >gi_633140_emb__CAA58717_ (X83764) 
phosphoribosyl diphosphate synthetase [Arabidopsis 
thaliana] >gi_3608149 (AC005314) phosphoribosyl diphosphate 
synthetase [Arabidopsis thaliana] 



1 (PHOSPHORIBOSYL 

>gi_107 6397_pir S51270 

(EC 2.7.6,1) - 



Seq. No. 
Contig ID 
5 '-most EST 



279526 

96612_1.R1011 
LIB3137-039-Q1-K1-F3 



Seq. No. 

Contig ID 
5 '-most EST 



279527 

96622__1.R1011 
wen700334786.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279528 

96635_1.R1011 
uC-zmflmol7027c06al 



Seq. No. 
Contig ID 
5 '-most EST 



279529 

96698_1.R1011 
uC-zmflb73048bllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279530 

96713_1.R1011 

LIB3137-040-Q1-K1-H9 

BLASTX 

g4097880 

62 4 

4.0e-65 

160 
77 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279531 

96716_1.R1011 

uC-zmflb73177h07bl 

BLASTX 

g3913464 

586 

6.0e-61 

138 

86 

BETAINE-ALDEHYDE DEHYDROGENASE (BADH) 

>gi_2244604_dbj__BAA21098_ (AB001348) betaine aldehyde 
dehydrogenase [Oryza sativa] 



38983 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



279532 

96718_1.R1011 
dyk700104405.hl 

279533 

96721_1.R1011 
uC-zmflb73276g06bl 

279534 

96722_1.R1011 

hvj700622686.hl 

BLASTX 

g4467159 

264 

3.0e-23 

75 

60 

(AL035540) hypothetical protein [Arabidopsis thaliana] 
279535 

96727_1.R1011 

LIB3137-041-Q1-K1-B5 

BLASTX 

gl857256 

308 

2.0e-28 

90 

58 

(U75360) MURAZC [Zea mays] 
279536 

96736__1.R1011 
uC-zmflmol7136hllbl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



279537 

96742_2.R1011 
hvj700621539.hl 

279538 

96745_1.R1011 
uC-zmflb73344clla2 



Seq. No. 

Contig ID 
5 '-most EST 



279539 

96758_1.R1011 
LIB3137-041-Q1-K1-F11 



Seq. No. 

Contig ID 
5 '-most EST 



279540 

96796_1.R1011 
LIB3137-043-Q1-K1-A4 



Seq. No. 

Contig ID 
5 '-most EST 



279541 

96798_1.R1011 
uC-zmflmol704 4cl0bl 



Seq. No. 

Contig ID 



279542 

96823 l.RlOll 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte009g0 4bl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Contig ID 
5 '-most EST 



279543 

96837_1.R1011 
uC-zmflB7 3022g09bl 



Seq. No. 
Contig ID 
5 '-most EST 



279544 

96837_2.R1011 
wyr700242543.hl 



Seq. No. 


279545 


Contig ID 


96847 l.RlOll 


5 '-most EST 


cyk700050345,fl 


Method 


BLAST A 


NCBI GI 


g3249088 


BLAST score 


160 


E value 


l.Oe-10 


Match length 


68 


% identity 


46 


NCBI Description 


(AC004473) Contains similarity to 


from D. melanogster. [Arabidopsis ' 


Seq. No. 


279546 


Contig ID 


96855_1.R1011 


5 '-most EST 


LIBolo / -u4o-Ql-Kl-Bo 


Method 


BLASTX 


NCBI GI 


glll3941 


BLAST score 


242 


E value 


2.0e-20 


Match length 


85 


% identity 


58 


NCBI Description 


{U40713) Pv42p [Phaseolus vulgaris 


Seq. No. 


279547 


Contig ID 


96863 l.RlOll 


5 '-most EST 


LIB3137-044-Q1-K1-A9 


Seq. No. 


279548 


Contig ID 


96870 l.RlOll 


5 '-most EST 


wyr700235295.hl 


Method 


BLASTN 


NCBI GI 


gl399389 


BLAST score 


524 


E value 


0. Oe+00 


Match length 


621 


% identity 


96 


NCBI Description 


Zea mays beta-D-glucosidase (glul) 


Seq. No. 


279549 


Contig ID 


96870_3.R1011 



38985 



® 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xsy700208416.hl 

BLASTN 

gl518674 

105 

8.06-52 

152 
93 

Zea mays beta-D-glucosidase (glul) gene, intron 10 
transposon 2, complete sequence 

279550 

96895_1.R1011 

tzu700201761,hl 

BLASTX 

g2495714 

269 

3.0e-23 

228 
32 

HYPOTHETICAL PROTEIN KIAA0188 >gi_1136436_dbj_BAA11505_ 
(D80010) KIAA0188 [Homo sapiens] 



Seq. No, 

Contig ID 
5 '-most EST 



279551 

96897_1.R1011 
nbm700471756.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279552 

96940__1.R1011 
uC-zmflb73171hllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



279553 

96986_1.R1011 

LIB3137-047-Q1-K1-E4 

BLASTX 

g2245007 

186 

7.0e-14 

111 
45 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
279554 

96996^1. RlOll 

yyf700349418.hl 

BLASTN 

g829147 

237 

l.Oe-131 

277 
97 

Z.mays gene for cyclophilin 
279555 

97011_1.R1011 
fwa700098979.hl 
BLASTX 
g3202024 



38986 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



960 

l.Oe-107 

236 

79 

(AF069315) thylakoid-bound L-ascorbate peroxidase precursor 
[Mesembryanthemum crystallinum] 

279556 

97017__1.R1011 

LIB3137-04 9-Q1-K1-C11 

BLASTX 

g4490706 

338 

8.0e-32 

116 

54 

(AL035680) putative protein [Arabidopsis thaliana] 
279557 

97023_1.R1011 

xsy700212785.hl 

BLASTX 

g626598 

323 

7,0e-30 

160 

42 

hypothetical protein YHR016c - yeast (Saccharomyces 
cerevisiae) >gi_500710 (U10400) Ysc84p [Saccharomyces 
cerevisiae] 



Seq. No, 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279558 

97042_1.R1011 

uC-zmflb73070dllbl 

BLASTX 

gll68654 

326 

4.0e-53 

170 

59 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi_542198_pir S4188 9 beta-galactosidase 

garden asparagus >gi_4 52712_emb_CAA54 525_ 
beta-galactosidase [Asparagus officinalis] 



(EC 3.2.1 

(X77319) 



.23) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279559 

97045_1.R1011 

xjt700096975.hl 

BLASTX 

g4539346 

542 

2.0e-58 

234 

58 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No, 



279560 



38987 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97058_1.R1011 

uC-zmflmol7126cl2bl 

BLASTX 

g2459435 

746 

l.Oe-146 

355 
69 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



279561 

97075_1.R1011 
LIB3137-050-Q1-K1-C1 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279562 

97078_1.R1011 

LIB3137-050-Q1-K1-C8 

BLASTX 

g4490304 

840 

2.0e-90 

183 
89 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279563 

97092__1.R1011 

wyr700238946.hl 

BLASTX 

g3522946 

151 

8.0e-10 

66 

44 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279564 

97104_1.R1011 
LIB3137-050-Q1-K1-G12 



Seq. No. 
Contig ID 
5 '-most EST 



279565 

97120_1.R1011 
LIB3137-056-Q1-K1-B10 



Seq. No. 
Contig ID 
5 '-most EST 



279566 

97128_1.R1011 
LIB3137-056-Q1-K1-G10 



Seq. No. 

Contig ID 
5 '-most EST 



279567 

97155_1.R1011 
pmx700086891.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279568 

97165_1.R1011 
LIB3137-057-Q1-K1-DE 



38988 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279569 

97172_1.R1011 
LIB3137-057-Q1-K1-F2 

279570 

97192_1.R1011 
LIB83-013-Q1-E1-H2 

279571 

97202_1.R1011 

LIB3137-058-Q1-K1-A7 

BLASTX 

g4406759 

358 

8.0e-34 

114 

62 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
279572 

97210_1.R1011 

wyr700242232.hl 

BLASTX 

g3089611 

211 

8.0e-17 

63 
67 

(AF086791) enolase [Zymomonas mobilis] 
279573 

97251_1.R1011 
uC-zmflB73042d01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279574 

97286_1.R1011 

uwc700151145.hl 

BLASTX 

g2281105 

169 

9.0e-12 

87 

47 

(AC002333) unknown protein [Arabidopsis thaliana] 
279575 

97291^1. RlOll 
LIB3137-059-Q1-K1-B7 



Seq. No. 

Contig ID 
5 '-most EST 



279576 

97324__1.R1011 
LIB3137-05 9-Q1-K1-F8 



Seq. No. 
Contig ID 
5 '-most EST 



279577 

97325_1.R1011 ' 
LIB3137-059-Q1-K1-F9 



38989 



# 



Seq. Mo. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279578 

97335_1.R1011 

LIB3137-059-Q1-K1-H1 

BLASTX 

gll27575 

280 

6.0e-25 

53 

83 

(U33817) dhurrinase [Sorghum bicolor] 
279579 

97357_1.R1011 

xjt700095627.hl 

BLASTX 

g2191152 

453 

l,0e-44 
224 
45 

(AF007269) 
thaliana] 



A IG002N01.31 gene product [Arabidopsis 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279580 

97359_1.R1011 

tzu700201186.hl 

BLASTX 

g3386619 

230 

l.Oe-18 

277 
29 

(AC004665) hypothetical protein [Arabidopsis thaliana] 
279581 

97365_1.R1011 

uC-zmflb73199g03bl 

BLASTX 

g4206210 

753 

5.0e-80 

245 
57 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi__4 26304 3__gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

279582 

97415_2.R1011 

pmx700086789.hl 

BLASTX 

g3377813 

187 

9.0e-14 

60 
53 

(AF07 6275) No definition line found [Arabidopsis thaliana] 



38990 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279583 

97419_1.R1011 
LIB3137-061-Q1-K1-C6 

279584 

97424__1.R1011 
xmt700266661.hl 

279585 

97427_1.R1011 
uC-zmflmol717 9f05bl 

279586 

97442_1,R1011 

uC-zmflmol7015f08bl 

BLASTX 

g4544389 

402 

5.0e-39 

194 

46 

(AC007047) putative homeodomain protein [Arabidopsis 
thaliana] 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5^ -most EST 



279587 

97446_1.R1011 
ntr700072078.hl 

279588 

97549_1.R1011 
uC-zmflmol7122f06bl 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279589 

97552_1,R1011 
uC-zmflb73344bl2a2 

279590 

97552__2.R1011 
wty700168141,hl 

279591 

97552_3,R1011 

xmt700263745.hl 

BLASTX 

g3785983 

184 

9.0e-14 

58 
57 

{AC005560) hypothetical protein [Arabidopsis thaliana] 
279592 

97554_1,R1011 
LIB3153-004-Q1-K1-C1 



Seq. No. 



279593 



38991 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97567_1.R1011 

uC-zmroteosinte034b01bl 

BLASTX 

g2497492 

528 

2.0e-53 

241 
48 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) 
KINASE) >gi_165364 6_dbj_BAA18558_ (D90915) uridine 
monophosphate kinase [Synechocystis sp.] 



(UMP 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279594 

97581_1.R1011 

gct701168471.hl 

BLASTX 

gl899175 

265 

4.0e-72 

206 

78 

(U90262) calcium-dependent calmodulin-independent protein 
kinase CDPK [Cucurbita pepo] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279595 

97588_1.R1011 

LIB3153-004-Q1-K1-G9 

BLASTN 

g3821780 

36 

2.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Contig ID 
5 '-most EST 



279596 

97590_1.R1011 
xtd700282210.h2 



Seq. No. 
Contig ID 
5 '-most EST 



279597 

97595_1.R1011 
gct701173746.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279598 

97607_1.R1011 

LIB3153-005-Q1-K1-C7 

BLASTX 

gll36434 

320 

l.Oe-29 

122 
55 

(D80009) KIAA0187 [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



279599 

97647_1.R1011 
uC-zmflmol7070d09bl 



38992 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g4033467 

525 

2.0e-53 

143 

66 

ARGININE/SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_emb_CAA67798_ (X99435) splicing factor 
[Arabidopsis thaliana] 

279600 

97651_1.R1011 

ymt700222511.hl 

BLASTX 

g2911079 

364 

2.0e-34 

115 
61 

(AL021960) putative protein [Arabidopsis thaliana] 
279601 

97665_1.R1011 

fC-zmst700335261al 

BLASTX 

g2746784 

196 

7.0e-15 

87 
46 

(AF040642) Similar to amino acid permease [Caenorhabditis 
elegans] 

279602 

97689_1.R1011 

xdb700339806.hl 

BLASTX 

g4455293 

183 

7.0e-14 

59 

61 

(AL035528) putative protein [Arabidopsis thaliana] 
279603 

97745_1.R1011 
LIB3153-009-Q1-K1-E5 

279604 

97756_1.R1011 
qmh700028072. fl 

279605 

97798_1.R1011 
uC-zmflmol7068b05b2 



Seq. No. 



279606 



38993 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97798_2.R1011 
yyf700348687.hl 

279607 

97800_1.R1011 

tzu700205179.hl 

BLASTX 

g2143629 

266 

7.0e-23 

164 

38 

Ca2+/calmodulin-dependent protein kinase (EC 2.7.1.123) 
- rat >gi_986941 (L42810) ' Ca2+/calmodulin-dependent 
protein kinase kinase' [Rattus norvegicus] 

>gi_1583255__prf 2120334A Ca/calmodulin-dependent prote 

kinase kinase [Rattus norvegicus] 



9prT No 


279608 


Crnit i a TO 


97808 l.RlOll 




pmx700"085954 .hi 




279609 


rnnf- in ID 


97808 2.R1011 


5 '-most EST 


cyk700050488.fl 




BLASTX 


NCBI GI 


g4204263 


BLAST score 


146 


K vpi 1 UP 

V -U K0L 


2.0e-09 ^ 




42 


S; n Hpni" "i 1" v 

o xu.dJii — L y 


55 




(AC005223) 40409 [Arabidopsis 


Seq. No. 


279610 


Contig ID 


97831 l.RlOll 


5 '-most EST 


pmx700082448.hl 


Seq. No. 


279611 


Contig ID 


97838 l.RlOll 


5 '-most EST 


LIB3153-011-Q1-K1-E11 


Seq. No. 


279612 


Contig ID 


97852 l.RlOll 


5 '-most EST 


xsy700207524.hl 


Method 


BLASTX 


NCBI GI 


g4538974 


BLAST score 


250 


E value 


2.0e-21 


Match length 


79 


% identity 


61 


NCBI Description 


(AL049487) hypothetical prote 


Seq. No. 


279613 


Contig ID 


97871 l.RlOll 


5 '-most EST 


cyk700050701.fl 


Method 


BLASTX 


NCBI GI 


gl403671 



38994 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 

l,0e-12 

74 
59 

(U34757) phosphoribosylanthranilate isomerase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279614 

97888^1. RlOll 
uC-zmflb73239b07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279615 

97903__1.R1011 

cyk700050092.fl 

BLASTX 

g4539383 

224 

6.0e-18 

106 
50 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279616 

97918_1.R1011 
LIB3153-013-Q1-K1-C9 



Seq. No. 

Contig ID 
5 '-most EST 



279617 

97926_1.R1011 
uC-zmflb73151e06a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279618 

97931_2.R1011 

uC-zmflb73078a07b2 

BLASTX 

g3402675 

200 

5.0e-15 

118 
36 

(AC004 697) hypothetical protein [Arabidopsis thaliana] 
279619 

97934_1.R1011 
hbs701183808.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279620 

97934__2.R1011 
fdz701164270.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279621 

97934__3.R1011 
LIB36-001-Q1-E1-A4 



Seq. No. 

Contig ID 
5 '-most EST 



279622 

97942_1.R1011 
fdz701161403.hl 



38995 



Seq. No. 

Contig ID 
5 '-most EST 



279623 

97943_1.R1011 
rvt700550263.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279624 

97944_1.R1011 
uC-zmflb73001h06bl 



Seq. No. 
Contig ID 
5 '-most EST 



279625 

97952_1.R1011 
uC-zmroteosintell9bl0bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279626 

97953_1.R1011 
LIB36-001-Q1-E1-C2 

279627 

97965_1.R1011 

LIB36-001-Q1-E1-D5 

BLASTN 

g5091496 

45 

5.0e-16 

124 
93 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

279628 

97967_1.R1011 

LIB36-001-Q1-E1-D7 

BLASTX 

g4056456 

550 

2.0e-56 

151 

72 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA39517 9 come from this gene. [Arabidopsis thaliana] 

279629 

97978_1.R1011 
uC-zmflmol7091a08al 



Seq. No. 
Contig ID 
5 '-most EST 



279630 

97980_1.R1011 
uC-zmflmol704 0e07al 



Seq. No. 

Contig ID 
5 '-most EST 



279631 

97981_1.R1011 
uC-2mflmol7319a02al 



Seq. No. 

Contig ID 



279632 

98005 l.RlOll 



38996 



5 '-most EST 



LIB36-001-Q1-E1-H4 



Seq. No, 


279633 


Contig ID 


98005 2.R1011 


5 '-most EST 


ceu700421604 .hi 


Seq. No. 


279634 


Contig ID 


98017 l.RlOll 


5 '-most EST 


qmh700026265.fl 


Seq. No. 


279635 


Contig ID 


98051 l.RlOll 


5 '-most EST 


ceu700432527.hl 


Seq. No. 


279636 


Contig ID 


98065 l.RlOll 


5 '-most EST 


uC-zmflB73043a03bl 


Seq. No. 


279637 


Contig ID 


98097 l.RlOll 


5 '-most EST 


uC-zmflMol7062g03bl 


Method 


BLASTX 


NCBI GI 


g466044 


BLAST score 


324 


E V3.1ue 


1 . ue— z y 


Match length 


143 


% identity 


44 


NCBI Description 


HYPOTHETICAL ZINC F: 




>gi_630780_pir S44 




elegans >gi 304346 




GenBank:M88 8 69 and ' 




elegans] 


Seq. No. 


279638 


Contig ID 


98097 2.R1011 


5 '-most EST 


LIB36-003-Q1-E1-A7 


Method 


BLASTX 


NCBI GI 


g466044 


BLAST score 


254 


E value 


8.0e-22 


Match length 


88 


% identity 


50 



)TEIN ZK68 6.4 IN CHROMOSOME III 
5.4 protein - Caenorhabditis 
coded for by C. elegans cDNAs 



NCBI Description 



HYPOTHETICAL ZINC FINGER PROTEIN ZK686.4 IN CHROMOSOME III 

>gi_630780_pir S44909 ZK686.4 protein - Caenorhabditis 

elegans >gi_304346 (L17337) coded for by C. elegans cDNAs 
GenBank:M88869 and T01933; putative [Caenorhabditis 
elegans] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279639 

98108_1.R1011 

LIB36-003-Q1-E1-B6 

BLASTX 

g2935416 

240 

3.0e-20 

100 

60 



38997 





NCBI Description 


(AF047896) isoflavone reductase homolog [Betula pendula] 




Seq. No. 


279640 




Contig ID 


98108 2.R1011 




,5 '-most EST 


clt700041791.fl 




Seq. No. 


279641 




Contig ID 


98109 l.RlOll 




5 '-most EST 


LIB36-003-Q1-E1-B7 




Method 


BLASTX 




NCBI C^T 






BLAST score 


338 




E value 


3.0e-31 




Match length 


130 




0 J. (.atili L -L L y 


■J u 




NCBI Description 


(AC002335) unknown protein [Arabidopsis thaliana] 




Seq. No. 


279642 




Pnni- in TV) 




D 

%y 


5 '-most EST 


LIB36-003-Q1-E1-C4 




Seq. No. 


279643 




Contig ID 


98127 l.RlOll 




5 '-most EST 


LIB84-021-Q1-E1-D8 




Seq. No. 


279644 




Contig ID 


98131 l.RlOll 


U 


5 '-most EST 


LIB36-003-Q1-E1-D5 


s 


Method 


BLASTX 




NCBI GI 


gl711355 




BLAST score 


204 




E value 


2.0e-18 




Match length 


114 




% identity 


48 




NCBI Description 


SHORT-CHAIN TYPE DEHYDROGENASE /REDUCTASE 






>gi_421786_pir S34 678 short-chain alcohol dehydrogenase 



Norway spruce >gi_395223_emb_CAA52213_ 
alcohol dehydrogenase [Picea abies] 



(X74115) short-chain 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279645 

98137_1.R1011 

LIB36-003-Q1-E1-E10 

BLASTX 

g4512683 

188 

3.0e-14 

54 

65 

(AC006931) putative lipase [Arabidopsis thaliana] 
>gi_4559323_gb_AAD22985. 1_AC007087_4 (AC007087) putative 
lipase [Arabidopsis thaliana] 

279646 

98140_1.R1011 
LIB36-003-Q1-E1-E2 



Seq. No. 



279647 



38998 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



98156_1.R1011 

LIB36-003-Q1-E1-F8 

BLASTX 

g3805956 

359 

3.0e-34 

117 
55 

(Y13769) laccase [Populus balsamifera subsp. trichocarpa] 
279648 

98159_1.R1011 
LIB36-003-Q1-E1-G10 

279649 

98194__1.R1011 

LIB36-004-Q1-E1-B12 

BLASTX 

g4512678 

212 

3.0e-36 

136 
65 

(AC006931) unknown protein [Arabidopsis thaliana] 
279650 

98196_1.R1011 

LIB36-004-Q1-E1-B3 

BLASTX 

g461812 

413 

2.0e-40 

137 

62 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 10 -HYDROXYLASE) (GEIOH) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_4 4 5604__prf 1909351A cytochrome P450 [Catharanthus 

roseus] 

279651 

98199_1.R1011 
uC-zmflb73135a07b2 

279652 

98208_1.R1011 
LIB36-004-Q1-E1-C4 

279653 

98209_1.R1011 
hbs701182161.hl 

279654 

98219_1.R1011 
LIB83-013-Q1-E1-A11 



Seq. No. 



279655 



38999 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



98234_1.R1011 

LIB36-004-Q1-E1-F1 

BLASTX 

g320622 

888 

8.0e-96 

173 

98 

probable protein kinase - maize (fragment) 
(M62985) protein kinase [Zea mays] 



>gi_168618 



279656 

98243_1.R1011 

mwy700439088.hl 

BLASTX 

g2982991 

152 

l.Oe-09 

109 

32 

{AE000682) hypothetical protein [Aquifex aeolicus] 
279657 

98254^1. RlOll 
LIB36-004-Q1-E1-G9 

279658 

98267__1.R1011 

LIB36-005-Q1-E1-A2 

BLASTX 

gl652104 

226 

l.Oe-18 

67 

64 

(D90902) hypothetical protein [Synechocystis sp.] 
279659 

98271_1.R1011 
LIB36-005-Q1-E1-A6 

279660 

98296_1.R1011 

clt700042341.fl 

BLASTX 

g4335757 

151 

l.Oe-09 

65 
48 

(AC006284) hypothetical protein [Arabidopsis thaliana] 
279661 

98307_1.R1011 

LIB36-005-Q1-E1-D9 

BLASTX 

gl00347 



39000 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



330 

l.Oe-30 

78 
79 

monosaccharide transport protein MSTl - common tobacco 
>gi 19885_emb_CAA47324_ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 



Seq. No. 


27 966/ 


Contig ID 


98320 l.RlOll 


5 '-most EST 


LIB36-005-Q1-E1-F1 


Seq. No. 


279663 


Contig ID 


98329 l.RlOll 


5 '-most EST 


LIB36-005-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


g3298562 


BLAST score 


199 


E value 


9.0e-18 


Match length 


145 


% identity 


45 


NCBI Description 


(U91543) zinc-finger helicase [Homo sapiens] 


Seq. No. 


279664 


Contig ID 


98370 l.RlOll 


5 ' -most EST 


LIB36-006-Q1-E1-C1 


Seq. No. 


279665 


Contig ID 


98375 l.RlOll 


5 '-most EST 


LIB36-006-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


g3927836 


BLAST score 


250 


E value 


3.0e-21 


Match length 


54 


% identity 


81 


NCBI Description 


{AC005727) unknown protein [Arabidopsis thai 


Seq. No. 


279666 


Contig ID 


98381 l.RlOll 


5 '-most EST 


uC-zmflb73242dllb2 


Method 


BLASTX 


NCBI GI 


g2589164 


BLAST score 


586 


E value 


3.0e-66 


Match length 


182 


% identity 


71 


NCBI Description 


(D88452) aldehyde oxidase-2 [Zea mays] 


Seq. No. 


279667 


Contig ID 


98393 l.RlOll 


5 '-most EST 


LIB36-006-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g2773154 


BLAST score 


283 


E value 


2.0e-25 


Match length 


76 



39001 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 



75 

{AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

279668 

98399_1.R1011 
LIB36-006-Q1-E1-E6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279669 

98413_1.R1011 
LIB36-006-Q1-E1-G11 

279670 

98414_1.R1011 

LIB84-008-Q1-E1-G10 

BLASTX 

g3776572 

783 

l.Oe-83 

183 

83 

(AC005388) ESTs gb_R65052, gb_AA712146, gb_H76533, 
gb_H76282, gb__AA650771, gb_H76287, gb_AA650887, gb_N37383, 
gb_Z29721 and gb_Z29722 come from this gene, [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279671 

98444_1.R1011 
LIB36-007-Q1-E1-B4 

279672 

98446_1.R1011 
qmh700028060.fl 

279673 

98447_1.R1011 

LIB36-007-Q1-E1-B7 

BLASTX 

g4539676 

398 

9.0e-39 

84 

92 

(AF061282) patatin-like protein [Sorghum bicolor] 
279674 

98462_1,R1011 
LIB36-007-Q1-E1-D11 



Seq. No. 
Contig ID 
5 '-most EST 



279675 

98491_1.R1011 
fC-zmle700441811f7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



279676 

98497__1.R1011 

LIB36-007-Q1-E1-H1 

BLASTX 



39002 



NCBI GI g82080 
BLAST score 265 
E value 4.0e-23 
Match length 74 
% identity 65 

NCBI Description chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 




Contig ID 


98502 l.RlOll 


5 '-most EST 


fC-zmfl700610775al 


Seq. No. 




Contig ID 


98503 l.RlOll 


5 '-most EST 


uC-zmflb73034e01b2 


Seq. No. 


279679 


Contig ID 


98503 2.R1011 


5 '-most EST 


LIB36-007-Q1-E1-H9 


Seq. No. 


279680 


Contig ID 


98511 l.RlOll 


5 '-most EST 


uC-zmflb73415a03al 


Seq. No. 


279681 


Contig ID 


98544 l.RlOll 


5 '-most EST 


LIB36-008-Q1-E1-E4 


Seq. No. 


279682 


Contig ID 


98598 l.RlOll 


5 '-most EST 


LIB36-009-Q1-E1-D6 


Seq. No. 


279683 


Contig ID 


98613 l.RlOll 


5 '-most EST 


pmx700083604.hl 


Method 


BLASTX 


NCBI GI 


g99486 


BLAST score 


148 


E value 


3.0e-09 


Match length 


41 


% identity 


66 



NCBI Description chlorophyll a/b-binding protein (clone pINEab 31) - Scotch 
pine >gi_207 92_emb_CAA41406_ (X58516) Type II chlorophyll a 
/b-binding protein [Pinus sylvestris] 

279684 

98635_1.R1011 
LIB84-026-Q1-E1-B10 

279685 

98637_1.R1011 
clt700044650.fl 
BLASTX 
g4115379 
243 

3.0e-20 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



39003 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



115 
44 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

279686 

98671_1,R1011 
uC-zmflb73063g08bl 

279687 

98729_1.R1011 

LIB36-011-Q2-E2-A3 

BLASTX 

g3790207 

216 

3.0e-17 

91 

43 

(AJ222980) delta6-acyl-lipid desaturase [ Physcomitrella 
patens] >gi_37 90209_emb_CAA11033_ (AJ222981) 
delta6-acyl-lipid desaturase [Physcomitrella patens] 

279688 

98730_1.R1011 
LIB36-011-Q2-E2-F6 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279689 

98757__1.R1011 
LIB36-011-Q2-E2-D10 

279690 

98761_1.R1011 

LIB36-011-Q2-E2-D3 

BLASTX 

gll70922 

509 

2.0e-51 

240 
44 

AMMONIUM TRANSPORTER MEP2 >gi_108 4 510_pir S51089 ammonium 

transport protein MEP2 - yeast (Saccharomyces cerevisiae) 
>gi_619514_emb_CAA58 587__ {X83608) ammonium transporter 
[ Saccharomyce s cerevisiae ] >gi_8 54 4 96_emb__CAA8 68 8 4_ 
(Z46843) NH3 permease [Saccharomyces cerevisiae] 
>gi_1302091_emb_CAA96025_ (Z71418) ORE YNL142w 
[Saccharomyces cerevisiae] 

279691 

98791_1.R1011 

LIB36-011-Q2-E2-H11 

BLASTN 

g2618602 

283 

l.Oe-158 
433 
100 

Arabidopsis thaliana genomic 



DNA, chromosome 5, PI clone: 



39004 





MSJl, complete sequence 


Seq. No. 


279692 


Contig ID 


98835 l.RlOll 


5 '-most EST 


LIB36-012-Q1-E1-B9 


Method 


BLASTX 


JNLbl bi 


gz D 1 0 D y y 


BLAST score 


481 


E value 


3.0e-48 


Match length 


163 


% identity 


00 


NCBI Description 


(AC002510) unknown prot^ 


Seq. No. 


279693 


Contig ID 


98847 l.RlOll 


5 '-most EST 


ymt700218953.hl 


Seq. No, 


279694 


Contig ID 


98854 l.RlOll 


5 '-most EST 


clt700045308.fl 


Method 


BLASTX 


NCBI GI 


gll4009 


BLAST score 


205 


E value 


l.Oe-15 


Match length 


82 


% identity 


46 


NCBI Description 


APAG PROTEIN >gi 72 927 ; 



BVECAG apaG protein - 

Escherichia coli >gi_40918_emb_CAA28418_ (X04711) URF 
(apaG) (AA 1-375) [Escherichia coli] 

>gi_216475_dbj_BAA01326__ (D10483) apaG protein [Escherichia 
coli] >gi_1786235 (AE000115) orf, hypothetical protein 
[Escherichia coli] 



Seq. No. 


279695 


Contig ID 


98879 l.RlOll 


5 '-most EST 


LIB36-012-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g3668080 


BLAST score 


283 


E value 


5.0e-25 


Match length 


62 


% identity 


77 


NCBI Description 


(AC004 667) unknown ; 


Seq. No. 


279696 


Contig ID 


98891 l.RlOll 


5 '-most EST 


uC-zmflb73160c07b2 


Seq. No. 


279697 


Contig ID 


98909 l.RlOll 


5 '-most EST 


uC-zmflmol7190h01bl 


Method 


BLASTX 


NCBI GI 


g4337177 


BLAST score 


1514 


E value 


l.Oe-169 


Match length 


353 


% identity 


80 



39005 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006416) Identical to gb_Y10557 g5bf gene from 
Arabidopsis thaliana. ESTs gb_R30578, gb_R90475, 
gb_T22384, gb_T22425, gb_N64934 and gb_T46767 come from 
this gene. [Arabidopsis thaliana] 

279698 

98913_1.R1011 

LIB36-013-Q1-E1-B8 

BLASTX 

g4589960 

152 

7.0e-10 

45 

73 

(AC007169) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279699 

98923_1.R1011 
LIB84-024-Q1-E1-E7 



Seq. No. 
Contig ID 
5* -most EST 



279700 

98926_1.R1011 
LIB36-013-Q1-E1-D1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



279701 

98937_1.R1011 

LIB36-013-Q1-E1-D9 

BLASTX 

g4539302 

149 

3.0e-09 

90 

39 

(AL049480) putative protein [Arabidopsis thaliana] 
279702 

98989^1. RlOll 
cyk700048496.fl 



Seq. No. 

Contig ID 
5 '-most EST 



279703 

98989_2.R1011 
uC-zmflb73073c07b3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279704 

99040_1.R1011 

qmh700029145.fl 

BLASTX 

g2342730 

591 

4.0e-61 

148 

78 

(AC002341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279705 

99046_1.R1011 
ceu700434582.hl 



39006 



Seq. No, 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279706 

99054_1.R1011 

uC-zmflmol7128g05bl 

BLASTX 

g3548802 

385 

6.0e-37 

179 

47 

{AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi__4335769_gb__AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279707 

99077_1.R1Q11 
LIB36-015-Q1-E1-D10 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279708 

99078_1.R1011 

LIB36-015-Q1-E1-D12 

BLASTX 

gl351303 

573 

3.0e-59 

135 
79 

INDOLE-3-GLYCEROL PHOSPHATE SYNTHASE PRECURSOR (IGPS) 
>gi_619732 {U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279709 

99128_1.R1011 
uC-zmflmol7185c03bl 



Seq. No. 

Contig ID 
5 '-most EST 



279710 

99129_1.R1011 
xsy700208013.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279711 

99131_1.R1011 
LIB36-015-Q1-E1-H8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279712 

99144_1.R1011 

LIB36-016-Q2-E2-A4 

BLASTX 

g3080369 

271 

7.0e-24 
123 

54 

(AL022580) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279713 

99145_1.R1011 
LIB36-016-Q2-E2-A5 



39007 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2668505 

180 

7.0e-13 

89 
40 

(U61837) 
sapiens] 



putative cyclin Gl interacting protein [Homo 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279714 

99173_1,R1011 

uC-zmroteosintel06h08b2 

BLASTX 

g2062169 

231 

3.0e-35 

165 

49 

(AC001645) 
thaliana] 



ABC transporter (PDRS-like) isolog [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



279715 

99185_1.R1G11 
uC-zmflmol7045a04bl 



Seq. No. 
Contig ID 
5 '-most EST 



279716 - 

99193_1.R1011 

LIB36-016-Q2-E2-F10 



Seq. No. 

Contig ID 
5 '-most EST 



279717 

99199_1.R1011 
uC-zmflmol7134e01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



279718 

99199_2.R1011 

LIB36-016-Q2-E2-F8 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
279719 

99212_1.R1011 

uC-zmflmol7282h08bl 

BLASTN 

g3821780 

34 

3.0e-09 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
279720 

99227 l.RlOll 



39008 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



wty700169133.hl 
279721 

99229_1.R1011 

hbs701182072.hl 

BLASTX 

g2281090 

505 

3.0e-51 

155 

68 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
279722 

99256_1.R1011 
LIB36-017-Q1-E1-D12 



Seq. No. 

Contig ID 
5 '-most EST 



279723 

99266_1.R1011 
LIB36-017-Q1-E1-E10 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279724 

99276_1.R1011 
LIB36-017-Q1-E1-F1 

279725 

99296_1.R1011 

LIB36-017-Q1-E1-G7 

BLASTX 

g2244765 

187 

5.0e-14 

81 

44 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
279726 

99299_1.R1011 

LIB36-017-Q1-E1-H11 

BLASTX 

gl652264 

153 

8.0e-10 

128 

31 

(D90904) hypothetical protein [Synechocystis sp.] 
279727 

99318_1.R1011 

uC-zmroteosinte010c07bl 

BLASTX 

g2392772 

265 

6.0e-23 

87 

57 

(AC002534) putative chloroplast prephenate dehydratase 



39009 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279728 

99320_1.R1011 

clt700044561.fl 

BLASTX 

g3402675 

163 

5.0e-ll 

74 
46 

(AC004 697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279729 

99376_1.R1011 
ceu700427934.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279730 

99417_1.R1011 

LIB36-019-Q1-E1-D1 

BLASTX 

g464367 

184 

l.Oe-13 

93 
42 

POLYGALACTURONASE INHIBITOR PRECURSOR 
(POLYGALACTURONASE-INHIBITING PROTEIN) 

>gi__543660__pir JQ2262 Polygalacturonase inhibitor 

precursor - Pyrus communis >gi_169684 (L09264) 
polygalacturonase inhibitor [Pyrus communis] 



Seq. No. 

Contig ID 
5 '-most EST 



279731 

99443_1.R1011 
LIB36-019-Q1-E1-F6 



Seq, No. 
Contig ID 
5 '-most EST 



279732 

99460_1.R1011 
clt700045841.fl 



Seq, No. 
Contig ID 
5 '-most EST 



279733 

99461_1.R1011 
wyr700243408.hl 



Seq, No. 
Contig ID 
5 '-most EST 



279734 

99464_1.R1011 
LIB36-019-Q1-E1-H8 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279735 

99479_1.R1011 

hbs701185722.hl 

BLASTX 

g3646451 

198 

6.0e-15 

136 

36 



39010 



NCBI Description 



(AL031603) 
pombe] 



itiRNA cap methyltransferase [Schizosaccharomyces 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279736 

99484_1.R1011 

LIB36-020-Q1-E1-B6 

BLASTX 

g400890 

263 

6.0e-23 

113 
41 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837__pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA4 8557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917__bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach^ Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279737 

99490_1.R1011 
wyr700236232.hl 

279738 

99500__1.R1011 

LIB36-020-Q1-E1-D10 

BLASTX 

g3522946 

604 

2.0e-62 

299 
45 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279739 

99502_1.R1011 
uC-zmflmol7133hl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279740 

99504_1.R1011 

LIB36-020-Q1-E1-D4 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
279741 

99505_1.R1011 
ceu700423866.hl 



^Seq. No. 
Contig ID 
5 '-most EST 



279742 

99515_1.R1011 
LIB36-020-Q1-E1-E5 



39011 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279743 

99516_1.R1011 

mwy700441662.hl 

BLASTX 

gl001794 

433 

2.0e-42 

148 

52 

(D64005) hypothetical protein [Synechocystis sp. 



Seq. No. 
Contig ID 
5 '-most EST 



279744 

99523_1.R1011 
LIB36-020-Q1-E1-F2 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279745 

99525_1.R1011 

yyf700351294.hl 

BLASTX 

g3834303 

383 

8.0e-37 

123 

66 

(AC005679) F9K20. 



3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279746 

99529_1.R1011 

LIB84-028-Q1-E1-C7 

BLASTX 

g4512678 

233 

6.0e-19 

168 
38 

(AC006931) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279747 

99536_1.R1011 
LIB36-020-Q1-E1-G4 



Seq. No. 
Contig ID 
5 '-most EST 



279748 

99543_1.R1011 
LIB36-020-Q1-E1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279749 

99548_1.R1011 

uC-zmflmol7 310el2bl 

BLASTX 

g4204278 

387 

5.0e-37 
158 
47 

(AC004146) 
thaliana] 



putative Cytochrome P450 protein [Arabidopsis 



39012 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



279750 

99551_1.R1011 
mwy700440344.hl 

279751 

99558_1.R1011 
LIB84-022-Q1-E1-E6 

279752 

99581_1.R1011 
wty700169404.hl 

279753 

99586_1.R1011 

LIB36-021-Q1-E1-D5 

BLASTX 

g730138 

582 

4.0e-60 

130 

82 

NITRATE REDUCTASE (NR) 
279754 

99587_1.R1011 
uC-zmflmol7262b03bl 

279755 

99598_1.R1011 

dyk700106757,hl 

BLASTX 

gl070358 

523 

3.0e-53 

124 

84 

(X93171) oxalate oxidase-like protein or germin-like 
protein [Hordeum vulgare] 

279756 

99615_1.R1011 
uC-zmflmol7 393a02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279757 

99675^1. RlOll 

xsy700213462.hl 

BLASTX 

gl655536 

512 

6.0e-52 

193 

51 

(Y09095) chloride channel [Arabidopsis thaliana] 
>gi_1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 



Seq. No. 



279758 



39013 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



99676_1.R1011 

LIB36-022-Q1-E1-E10 

BLASTX 

g3386604 

373 

l.Oe-35 

161 

49 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
279759 

99701_1.R1011 
LIB36-022-Q1-E1-G4 



Seq. No. 

Contig ID 
5 '-most EST 



279760 

99705_1.R1011 
uC-zmflMol7003d03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279761 

99706_1.R1011 

tzu700205038.hl 

BLASTX 

g3249064 

288 

l.Oe-25 

108 
56 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A, thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

279762 

99724_1.R1011 
LIB83-001-Q1-E1-A6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279763 

99727_1.R1011 

xsy700213754.hl 

BLASTX 

g731834 

148 

3.0e-09 

77 
49 

HYPOTHETICAL 41.9 KD PROTEIN IN SDS3-THS1 INTERGENIC REGION 

>gi_1077790_pir S49797 hypothetical protein YIL083c - 

yeast (Saccharomyces cerevisiae) >gi_577131__emb__CAA8 6711 . 1_ 
(Z46728) YI9910.13C, unknown orf, len: 365, CAI : 0.17 
[Saccharomyces cerevisiae] 

279764 

99732_1.R1011 
LIB83-001-Q1-E1-B2 



Seq. No. 
Contig ID 
5 '-most EST 



279765 

99742_1.R1011 
rvl700457960.hl 



39014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3201969 

558 

3.0e-57 

159 

61 

(AF068332) submergence induced protein 2A [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279766 

99746_1.R1011 

uC-zmrob73051c01al 

BLASTX 

g3668087 

786 

8.0e-84 

200 

46 

(AC004667) hypothetical protein [Arabidopsis thaliana] 



Seq, No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279767 

99747_1.R1011 

LIB83-001-Q1-E1-C7 

BLASTX 

g3122818 

221 

8.0e-18 

101 

40 

30S RIBOSOMAL PROTEIN S6 >gi_2196757 
protein S6 [Neisseria gonorrhoeae] 



(AF003196) ribosomal 



Seq. No. 
Contig ID 
5 '-most EST 



279768 

99766_1.R1011 

uC- zmf Imo 1 7 15 9cl Ibl 



Seq. No. 

Contig ID 
5 '-most EST 



279769 

99766_2.R1011 
LIB83-001-Q1-E1-E8 



Seq. No. 

Contig ID 
5 '-most EST 



279770 

99772_1.R1011 
uC-zmflb73401f09al 



Seq. No. 

Contig ID 
5 '-most EST 



279771 

99794_1.R1011 
LIB83-001-Q1-E1-H3 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279772 

99797^1. RlOll 
gct701176804.hl 

279773 

99800_1.R1011 

LIB83-002-Q1-E1-A10 

BLASTX 

g3135274 

538 



39015 



II 



E value 
Match length 
% identity 
NCBI Description 



4,0e-55 

138 

72 

(AC003058) putative beta-1^ 3-endoglucanase [Arabidopsis 
thalianal 



Seq. No. 

Contig ID 
5 '-most EST 



279774 

99882_1.R1011 
ceu700425893.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



279775 

99890_1.R1011 

uer700582915.hl 

BLASTX 

g3426035 

327 

l.Oe-31 

106 
64 

(AC005168) putative ripening-associated protein 
[Arabidopsis thaliana] 

279776 

99898_1.R1011 
LIB83-003-Q1-E1-B10 



Seq. No. 

Contig ID 
5 '-most EST 



279777 

99899^1. RlOll 
LIB83-003-Q1-E1-B11 



Seq. No. 

Contig ID 
5 '-most EST 



279778 

99904_1.R1011 
LIB83-003-Q1-E1-B5 



Seq. No. 

Contig ID 
5 '-most EST 



279779 

99915_1.R1011 
fdz701162862.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279780 

99916_1.R1011 
LIB83-003-Q1-E1-C6 



Seq. No. 
Contig ID 
5 '-most EST 



279781 

99928_1.R1011 
uer700579569.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279782 

99935_1.R1011 

LIB83-003-Q1-E1-E6 

BLASTX 

gl931640 

531 

4 .Oe-54 

160 

59 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



39016 



11 



Seq. No. 

Contig ID 
5 '-most EST 



279783 

99937__1.R1011 
LIB83-003-Q1-E1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
■:5-'-mos1: EST 



279784 

99938_1.R1011 

uC-zmroteosinte04 6b07bl 

BLASTX 

g3877656 

444 

7.0e-44 

228 
25 

(Z72511) 
elegans] 



similar to nucleotide translocator [Caenorhabditis 



279785 

99941_1.R1011 
LIB84-015-Q1-E1-E4 

279786 

99949__1.R1011 

LIB84-008-Q1-E1-A10 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
279787 

99955_1.R1011 
uC-zmflb73170h07al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279788 

99959_1.R1011 
uC-zmflmol7294dllbl 

279789 

99959_3.R1011 

uC-zmflb73242b09bl 

BLASTX 

g2739387 

184 

l.Oe-13 

70 
49 

(AC002505) hypothetical protein [Arabidopsis thaliana] 
279790 

99965_1.R1011 

uC-zmflmol7235h08bl 

BLASTX 

g2134385 

765 



39017 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



3.0e-81 

238 
63 

protein kinase ■ 
[Gallus gallus] 



chicken >gi 571460 (U16656) protein kinase 



279791 

99969_1.R1011 
uC-zmflb73172cl2b2 



Seq. No. 

Contig ID 
5 '-most EST 



279792 

99977_1.R1011 
LIB83-004-Q1-E1-C10 



Seq. No. 
Contig ID 
5 '-most EST 



279793 

99984_1.R1011 
LIB83-004-Q1-E2-D9 



Seq. No. 

Contig ID 
5 '-most EST 



279794 

99984_2,R1011 
hbs701181027.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279795 

99986__1,R1011 
LIB83-004-Q1-E2-E9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 
5 '-most EST 



279796 

99987_1.R1011 

uC-zmflmol7139e09bl 

BLASTX 

g3881189 

449 

2.0e-44 

112 

72 

{Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 

279797 

99988_1.R1011 
LIB83-004-Q1-E1-F9 

279798 

99994_1.R1011 
ceu700429335.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279799 

99994_2.R1011 
ceu700428791.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



279800 

100000_1.R1011 

LIB83-004-Q1-E2-A4 

BLASTX 

g4587610 



39018 



BLAST score 

E value 

lyiatch length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

iyiethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



635 

2.0e-66 

175 
67 

(AC006951) putative indole-3-glycerol phosphate synthase 
precursor [Arabidopsis thaliana] 

279801 

100003_1.R1011 

wyr700238769.hl 

BLASTX 

g4455338 

1071 

l.Oe-117 

361 
61 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279802 

100013_1.R1011 

wen700335069.hl 

BLASTX 

g3759177 

308 

5.0e-28 

83 
72 

{AB018408) 3-phosphoserine phosphatase [Arabidopsis 
thaliana] >gi_375917 9_db j_BAA33807 , 1_ {AB018409) 
3-phosphoserin phosphatase [Arabidopsis thaliana] 

279803 

100019_1.R1011 

pmx700091728.hl 

BLASTX 

g3413706 

432 

2.0e-42 

134 

57 

(AC004747) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279804 

100020_1.R1011 

LIB83-004-Q1-E2-C4 

BLASTX 

g4588002 

562 

l.Oe-57 

164 
59 

(AF085279) hypothetical ankyrin-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



279805 

100023_1.R1011 
uC-zmroteosinte016f 0 9bl 



39019 



Seq. No. 

Contig ID 
5 '-most EST 



279806 

100031_1.R1011 
uC-zmrob73053f05al 



Seq. No. 

Contig ID 
5 '-most EST 



279807 

100033_1.R1011 
LIB83-004-Q1-E2-D5 



Seq. No. 
Contig ID 
5 '-most EST 



279808 

100035__1.R1011 
ceu700428236.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



279809 

100062_1.R1011 
LIB83-009-Q1-E1-E2 

279810 

100065_1.R1011 

bdu700382307.hl 

BLASTX 

g3738297 

822 

l.Oe-87 

305 
34 

(AC005309) unknown protein [Arabidopsis thaliana] 
279811 

100066_1.R1011 
LIB83-004-Q1-E2-G6 

279812 

100070_1.R1011 
LIB83-004-Q1-E2-H1 

279813 

100073_1.R1011 
uC-zmflmol7245h08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279814 

100078_1.R1011 

pwr700452145.hl 

BLASTX 

g4455326 

387 

9.0e-46 

145 

63 

(AL035525) putative protein [Arabidopsis thaliana] 
279815 

100079_1.R1011 

LIB83-004-Q1-E2-H8 

BLASTX 

g3135257 

257 



39020 



E value 3.0e-22 

Match length 68 

% identity 74 

NCBI Description (AC003058) unknown protein [Arabidopsis thaliana] 



D C q . In U • 

Contig ID 
5 '-most EST 


279816 

100079 2. RICH 
uC-zmflb73405e03a2 


O ^ . Ln U • 

Contig ID 
5 '-most EST 


279817 

100082 l.RlOll 
dyk700106666,hl 




o e q . IN o * 
Contig ID 
5 '-most EST 


279818 

100098 l.RlOll 
LIB83-005-Q1-E1- 


■B4 


beg. IN o . 
Contig ID 
5 '-most EST 


279819 

100101 l.RlOll 
mwy700441209.hl 




beg. MO. 
Contig ID 
5 '-most EST 


279820 

100121 l.RlOll 
LIB83-005-Q1-E1- 


•D3 


beg. MO. 
Contig ID 
5 '-most EST 


279821 

100122 l.RlOll 
LIB83-005-Q1-E1- 


■D4 


Seq. No. 
Contig ID 
5 '-most EST 


279822 

100131_1.R1011 
T.TRR^-nn^-OI -F1 - 

J-I-LOlJ..? \J \J ^ Si -Cj J. 


■E12 


Seq. No. 
Contig ID 
5 '-most EST 


279823 

100144 l.RlOll 
pmx700086978.hl 




Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 


279824 

100145 l.RlOll 

zuv700354263.hl 

BLASTX 

g2460251 

840 

2.0e-90 

186 

88 





NCBI Description (AF020791) f errochelatase [Hordeum vulgare] 

Seq. No. 279825 

Contig ID 10014 6_1 . RlOll 

5 '-most EST LIB83-005-Q1-E1-F5 

Method BLASTX 

NCBI GI g2149640 

BLAST score 248 

E value 6.0e-21 

Match length 166 

% identity 34 



39021 



NCBI Description 



(U91995) Argonaute protein [Arabidopsis thaliana] 



Seq. No. 


279826 


Contig ID 


100155 l.RlOll 


5 '-most EST 


wyr700244120.hl 


Method 


BLASTX 




gouzo y fi o 


BLAST score 


350 


E value 


2.0e-32 


Match length 


304 


% identity 


32 


NCBI Description 


HIRA PROTEIN (TUPl LIKE ENHANCER 


>gi 2352031 (U94324) Tuplel/HirA 




>gi_2352036 (U94325) Tuplel/HirA 


Seq. No. 


279827 


Contig ID 


100159_1.R1011 




Ij 1 tS C) o U U 0 y 1 111 1 o D 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq, No. 


279828 


Contig ID 


100160 l.RlOll 


5 '-most EST 


LIB83-005-Q1-E1-G7 


Metnoa 


BLASTX 


NCBI GI 


g961450 


BLAST score 


258 


E value 


3.0e-22 


Match length 


140 


% identity 


39 


NCBI Description 


(D63879) KIAA0156 gene product i 




nucleolin. [Homo sapiens] 


Seq. No. 


279829 


Contig ID 


100163 l.RlOll 


5 '-most EST 


uC-zmflmol7074g04bl 


TV/Tj^ 4- V\ /~v W 

iYiei_.nocL 


IDT 7\ QTV 


NCBI GI 


g4490310 


BLAST score 


382 


E value 


7.0e-55 


Match length 


211 


% identity 


55 


NCBI Description 


(AL035678) somatic embryogenesis 




protein [Arabidopsis thaliana] 


Seq. No. 


279830 


Contig ID 


100167 l.RlOll 


5 '-most EST 


LIB83-005-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


g4263704 


BLAST score 


268 


E value 


2.0e-23 



39022 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



101 
50 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

279831 

100168_1.R1011 
LIB83-005-Q1-E1-H3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



279832 

100172_1.R1011 

uC-zmflb73256f01al 

BLASTX 

gll8023 

162 

3.0e-ll 

32 
97 

CYTOCHROME C >gi_6550 6_pir_ 
(tentative sequence) 



CCPO cytochrome c - potato 



279833 

100180_1.R1011 

LIB83-006-Q1-E1-A4 

BLASTX 

gl364059 

397 

2.0e-38 

150 

49 

dioscorin class A precursor - Dioscorea cayenensis 
>gi_433463__emb_CAA53781_ (X76187) storage protein 
[Dioscorea cayenensis] 

279834 

100182_1.R1011 
uC-zmflmol7292e05al 

279835 

100190_1.R1011 

uC-zmflmol7154a05bl 

BLASTX 

g4220515 

265 

4.0e-23 

77 
61 

(AL035356) putative protein [Arabidopsis thaliana] 
279836 

100208_1.R1011 
uC-zmflmol7310d05bl 



Seq. No. 
Contig ID 
5 '-most EST 



279837 

100211_1.R1011 
LIB83-010-Q1-E1-H5 



39023 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279838 

100212_1.R1011 

pwr700452860.hl 

BLASTX 

g2245081 

530 

5.0e-54 

199 

54 

(Z97343) myosin II heavy chain homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



279839 

100225_1.R1011 

uC-zmflb73079c02b2 

BLASTX 

g3377509 

562 

9.0e-58 

113 

95 

[AF056027) auxin transport protein REHl [Oryza sativa] 
279840 

100238_1.R1011 
LIB83-006-Q1-E1-F5 

279841 

100254_1.R1011 

LIB83-006-Q1-E1-H1 

BLASTX 

g3548809 

447 

2.0e-44 

154 

53 

(AC005313) unknown protein [Arabidopsis thaliana] 
279842 

100263_1.R1011 
LIB83-006-Q1-E1-H7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279843 

100268_1.R1011 

uC- zmf lmol7 0 4 0 cl lb 1 

BLASTX 

g3150404 

156 

2.0e-10 

77 

49 

(AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



279844 

100271_1.R1011 
LIB83-007-Q1-E1-A4 



39024 



Method 


BLASTX 


NCBI GI 


g44oo JUi 


BLAST score 


747 


E value 


2.0e-79 


Match length 


188 


% identity 


78 


NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana] 


Seq. No. 


279845 


Contig ID 


100274_1.R1011 


5 '-most EST 


uC-zmroteosinte082c02b2 


Method 


BLASTX 


NCBI GI 


g2262113 


BLAST score 


234 


E value 


3.0e-19 


Match length 


250 


% identity 


38 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


279846 


Contig ID 


100283 l.RlOll 


5 '-most EST 


uC-zmflmol7198a07bl 


Seq. No. 


279847 


Contig ID 


100289 l.RlOll 


5 '-most EST 


wty700173085.hl 


Method 


BLASTX 


NCBI GI 


g2286155 


BLAST score 


520 


E value 


8 . Oe-71 


Match length 


149 


% identity 


92 


NCBI Description 


(AF007582) 




6-phosphof ructo-2-kinase/f ructose-2 , 6-bisphosphata 




mays] 


Seq. No. 


279848 


Contig ID 


100292 l.RlOll 


5 '-most EST 


wyr700237839.hl 


Method 


BLASTX 


NCBI GI 


g560610 


BLAST score 


187 


E value 


5.0e-14 


Match length 


40 


% identity 


65 


NCBI Description 


trypsin inhibitor, WTI [Triticum aestivum^wheat , v 




San Pastore, endosperm. Peptide, 71 aa] 


Seq. No. 


279849 


Contig ID 


100293 l.RlOll 


5 '-most EST 


LIB83-007-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


g4539394 


BLAST score 


517 


E value 


l.Oe-52 


Match length 


169 


% identity 


56 



39025 




NCBI Description 


(AL03552 6) putative protein [Arabidopsis thaliana] 


Seq. No. 


279850 






5 '-most EST 


uC-zmfTb7314 4e07bl 


Seq. No. 


279851 


Contig ID 


100310 l.RlOll 


5 '-most EST 


hvj700622846.hl 


Seq. No, 


279852 


Contig ID 


100311 l.RlOll 


5 '-most EST 


LIB83-007-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g4544445 


j—> i—izno J. o V w J- ^ 


489 


E value 


5.0e-61 


Match length 


160 


% identity 


68 


iMciDi uescx xp Lion 


vHuuuDoyzj punaTZ-ive pyropnospnaue — rrucnose o pnos 




1-phosphotransf erase [Arabidopsis thaliana] 


Seq. No. 


279853 


/-^ -1 T Pi 
UOnmy LU 




5 '-most EST 


LIB83-007-Q1-E1-E6 


Seq. No. 


279854 


Contig ID 


100330 l.RlOll 


5 '-most EST 


qmh700029246.fl 


Seq. No. 


279855 


Contig ID 


100339 l.RlOll 


5 '-most EST 


uer700580914.hl 


Method 


BLASTX 


LN ^ ID J. \3 A. 




BLAST score 


169 


E value 


l.Oe-11 


Match length 


88 


% identity 


42 


NCBI Description 


(AC007119) unknown protein [Arabidopsis thaliana] 


Seq. No. 


279856 


Contig ID 


100353 l.RlOll 


5 '-most EST 


uC-zmflm017211bllbl 


Method 


BLASTX 






BLAST score 


559 


E value 


5.0e-57 


Match length 


187 


% identity 


63 


NCBI Description 


(AJ001729) TH65 protein [Arabidopsis thaliana] 


Seq. No. 


279857 


Contig ID 


100353 2.R1011 


5 '-most EST 


fwa700099620.hl 


Method 


BLASTX 


NCBI GI 


g2576255 



39026 



II 



BLAST score 


190 


E value 


l.Oe-14 


Match length 


86 


% identity 




NCBI Description 


(AJ001729) TH65 protein [Arabidopsis thaliana] 


Seq. No. 


279858 


Contig ID 


100362 l.RlOll 


5 '-most EST 


cat700016610.rl 


Seq. No. 


279859 


Contig ID 


100373 l.RlOll 


5 '-most EST 


nbm700474494.hl 


Method 


BLASTN 


NCBI GI 


g3450841 


T3T 21QT' c;/^(^v*Ck 
JSJ-iriO i SCOXo 


Kj U 


E value 


6.0e-25 


Match length 


159 


% identity 


91 


iNooi uescripi. J-On 


KJLy^di oo-L-Lvd illXLUycJli dC^ U-L v cL LcvJ. pjLvJLtiXXi JvXiXdot; JS^J-IldiO^ 




mRNA, complete cds 


Seq. No. 


279860 


uonng lu 


lUU^/O X.KlUll 


5 '-most EST 


xyt700346396.hl 


Seq. No. 


279861 


Contig ID 


100376 l.RlOll 


5 '-most EST 


LIB83-008-Q1-E1-C5 


Seq. No. 


279862 


Contig ID 


100391 l.RlOll 


5 '-most EST 


LIB83-008-Q1-E1-D9 


Method 


BLASTX 




y z 0 z / o 0 z 


BLAST score 


225 


E value 


2.0e-18 


Match length 


98 


% identity 




NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 


Seq. No. 


279863 


L-onrig lu 


1UU4U1 l.KlUll 


5 '-most EST 


xjt700092113.hl 


Seq. No. 


279864 


Contig ID 


100405 l.RlOll 


5 '-most EST 


LIB83-008-Q1-E1-F3 


Seq. No. 


279865 


Contig ID 


100413 l.RlOll 


5 '-most EST 


uC-zmrob73005gl2bl 


Method 


BLASTX 


NCBI GI 


g3928095 


BLAST score 


454 


E value 


4.0e-45 


Match length 


146 



39027 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



61 

(AC005770) putative protein kinase [Arabidopsis thaliana] 
279866 

100437_1.R1011 

uC-zmflmol7313f06bl 

BLASTX 

g2244926 

310 

3.0e-28 

104 

59 

{Z97339) glutaredoxin [Arabidopsis thaliana] 
279867 

100437_2.R1011 

LIB83-009-Q1-E1-A5 

BLASTX 

g2244926 

284 

3.0e-25 

99 

56 

(Z97339) glutaredoxin [Arabidopsis thaliana] 
279868 

100443_1.R1011 
xmt700257849.hl 



Seq. No. 
Contig ID 
5 '-most EST 



279869 

100449_1.R1011 
LIB83-009-Q1-E1-B9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279870 

100464_1.R1011 

LIB83-009-Q1-E1-D2 

BLASTX 

g4417266 

499 

5.0e-61 

190 
64 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
279871 

100465_1.R1011 
cyk700050865.fl 

279872 

100466_1.R1011 

uC-zmflb73064dl0bl 

BLASTX 

g4115949 

655 

2.0e-68 

264 

55 



39028 



NCBI Description 



Seq. No. 
Contig ID 
5^ -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF118223) contains similarity to adenosine deaminases 
[Arabidopsis thaliana] 

279873 

100471_1.R1011 

xyt700344720.hl 

BLASTX 

g4049353 

518 

l.Oe-52 

185 
57 

(AL034567) putative protein [Arabidopsis thaliana] 
279874 

100472_2.R1011 

mwy700442827.hl 

BLASTX 

gl769898 

175 

5.0e-13 

69 

51 

{Y08010) lectin receptor kinase [Arabidopsis thaliana] 
279875 

100487_1.R1011 
LIB83-009-Q1-E1-G1 

279876 

100493_1.R1011 
xjt700094315.hl 

279877 

100496_1.R1011 

uC-zmflb7 3144e02bl 

BLASTX 

g4336610 

752 

4.0e-80 

188 
80 

(AF099112) Sigma factor; Sig3 [Zea mays] 
279878 

100496_2.R1011 

xjt700093427.hl 

BLASTN 

g4336609 

408 

O.Oe+00 

852 

99 

Zea mays sigma factor (sig3) mRNA, nuclear gene encoding 
chloroplast protein, complete cds 



Seq. No. 



279879 



39029 



II 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100498_1.R1011 

uC-zmflmol7061f03bl 

BLASTX 

g4467123 

170 

7.0e-12 

102 
34 

(AL035538) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 ' -most EST 



279880 

100516_1.R1011 
LIB83-010-Q1-E1-B12 



Seq. No. 

Contig ID 
5 '-most EST 



279881 

100521_1.R1011 
hbs701181916.hl 



Seq. No. 

Contig ID 
5 ' -most EST 



279882 

100525_1.R1011 
uC-zmflmol7215c03bl 



Seq. No. 

Contig ID 
5 '-most EST 



279883 

100526_1.R1011 
LIB83-010-Q1-E1-C3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279884 

100527_1.R1011 

LIB83-010-Q1-E1-C4 

BLASTX 

g3122918 

151 

7.0e-10 

78 
38 

TAS PROTEIN >gi_882727 
>gi_1789199 (AE000367) 
[Escherichia coli] >gi_ 
[Escherichia coli] 



{U29581) ORF_o346 [Escherichia coli] 

orf, hypothetical protein 

2342573 emb CAA74961 (Y14609) tas 



Seq. No. 
Contig ID 
5 '-most EST 



279885 

100544_1.R1011 
uC-zmflmol7001c05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279886 

100561_1.R1011 

dy]c700103741.hl 

BLASTX 

g3738302 

206 

7.0e-16 

88 

49 

{AC005309) tubby-lil^e protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



39030 



Seq. No. 


279887 


Contig ID 


100571 l.RlOll 


5 '-most EST 


uC-zmflb73149a07bl 


Method 


BLASTX 


NCBI GI 


g2244904 




I/O 


E value 


2.0e-12 


Match length 


184 


% identity 


35 


NCBI Description 


(Z97339) similar to hypothetical prote 




[Arabidopsis thaliana] 


Seq. No. 


279888 


Contig ID 


100572 l.RlOll 


5 '-most EST 


uC-2mflmol7310g05bl 


Method 


BLASTX 




g^ o o y 4 u u 


BLAST score 


153 


E value 


l.Oe-09 


Match length 


77 


-s luBnuiuy 


A 1 


NCBI Description 


(AL035526) putative protein [Arabidops 


Seq. No. 


279889 


Contig ID 


100584 l.RlOll 


5 '-most EST 


uC-zmroteosinte091g09b2 


Seq. No. 


279890 


Contig ID 


100593 l.RlOll 


5 '-most EST 


fwa700099373.hl 


Method 


BLASTX 


NCBI GI 


g4587513 


rilj/io 1 score 


y! e; Q 

4 0 0 


E value 


l.Oe-45 


Match length 


160 


% identity 


56 


NCBI Description 


(ACUU/UdU) Contains eukaryotic protein 




PF_00069. [Arabidopsis thaliana] 


Seq. No. 


279891 


uontig lu 


luuo y / 1 . RlUll 


5 '-most EST 


LIB83-011-Q1-E1-B9 


Seq. No. 


279892 


Contig ID 


100618 l.RlOll 


5 '-most EST 


LIB83-011-Q1-E1-D8 


Seq, No. 


279893 


Contig ID 


100625 l.RlOll 


5 '-most EST 


dyk700102772.hl 


Method 


BLASTX 


NCBI GI 


g2462826 


BLAST score 


327 


E value 


5.0e-34 


Match length 


214 


% identity 


43 


NCBI Description 


(AF000657) unknown protein [Arabidopsi. 



Caenorha 



39031 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279894 

100631_1.R1011 

uC-zrtiflmol7199e09bl 

BLASTX 

g4510375 

268 

7.0e-28 

130 
57 

{AC007017) putative homeotic protein BELl [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279895 

100641_1,R1011 

xsy700208309.hl 

BLASTX 

g2244865 

526 

2.0e-53 

264 

49 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
279896 

100643_1.R1011 
xjt700095748.hl 

279897 

100657^1. RlOll 

gwl700616768.hl 

BLASTX 

g4056507 

226 

2.0e-18 

71 

65 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279898 

100661_1.R1011 

dyk700104005.hl 

BLASTX 

gl353193 

617 

5.0e-64 

194 

59 

0-METHYLTRANSFERASE ZRP4 (OMT) >gi_54218 6_pir JQ2268 

0-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) 0-methyltransferase [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



279899 

100662_1.R1011 
uC-zmflb73347h03al 



39032 



Seq. No. 

Contig ID 
5 '-most EST 



279900 

100680_1.R1011 

uC- zmf Imo 1 7 2 1 5h0 8bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



279901 

100701__1.R1011 

uC-zmflb73285allbl 

BLASTX 

g3193292 

827 

2.0e-88 

194 

81 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm^ score: 230.91) 
[Arabidopsis thaliana] 

279902 

100713__1.R1011 
vux700161576.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



279903 

100716_1.R1011 
wty70O171388.hl 

279904 

100716_2.R1011 
ypc700803564.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279905 

100732_1.R1011 
LIB83-012-Q1-E1-H11 



Seq. No. 

Contig ID 
5 '-most EST 



279906 

100747_1.R1011 
LIB83-013-Q1-E1-A9 



Seq. No. 
Contig ID 
5 '-most EST 



279907 

100752_1.R1011 
LIB83-013-Q1-E1-B4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



279908 

100775_1.R1011 

LIB83-013-Q1-E1-D8 

BLASTX 

g4490753 

179 

5.0e-13 

147 

31 

(AL035708) putative protein [Arabidopsis thaliana] 
279909 

100786_1.R1011 
rvl700454611.hl 
BLASTX 
g4185136 



39033 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163 

2.0e-22 

112 

54 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 

279910 

100800^1. RlOll 

wty700170943.hl 

BLASTX 

g3913366 

769 

5.0e-82 

194 

83 

PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 
>gi_1597723 (U67422) CRINKLY4 precursor [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279911 

100816_1.R1011 

yyf700351208.hl 

BLASTX 

gl32521 

410 

7.0e-40 

96 
88 

RAS-RELATED PROTEIN RGPl (GTP-BINDING REGULATORY PROTEIN 

RGPl) >gi_100684_pir S16554 GTP-binding protein rgpl - 

rice >gi_20356_emb_CAA41966_ {X59276) GTP-binding protein 

[Oryza sativa] >gi_228209_prf 1718315A GTP-binding protein 

[Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



279912 

100822_1.R1011 
LIB83-014-Q1-E1-B10 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279913 

100830_1.R1011 

LIB83-014-Q1-E1-B7 

BLASTX 

gl305531 

464 

2.0e-46 

104 
77 

(U55219) defective chloroplasts and leaves; required for 
chloroplast development and palisade cell differentiation 
in leaves [Lycopersicon esculentum] >gi_1323698 (U55278) 
DCL [Solanum lycopersicum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



279914 

100839__1.R1011 
clt700041516.fl 
BLASTX 
g2160175 



39034 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 



215 

5.0e-17 

47 

66 

(AC000132) Strong similarity to Dianthus cysteine 
proteinase (gb_U17135) . [Arabidopsis thaliana] 

279915 

100841_1.R1011 

ymt700221615.hl 

BLASTX 

g2342860 

167 

2.0e-ll 

146 
32 

(U67168) E4/E8 binding protein-1 [Lycopersicon esculentum] 
279916 

100845_1.R1011 
LIB83-014-Q1-E1-D1 



Seq. No. 

Contig ID 
5 '-most EST 



279917 

100848_1.R1011 
uC-zmflb73305b07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



279918 

100848_2.R1011 

hbs701183331.hl 

BLASTX 

g4559292 

414 

5.0e-44 

131 
68 

(AF124148) trehalase 1 GMTREl [Glycine max] 
279919 

100855_1.R1011 

LIB83-014-Q1-E1-D9 

BLASTN 

g3821780 

36 

l.Oe-10 

47 

66 

Xenopus laevis cDNA clone 27A6-1 
279920 

100856_1.R1011 

uer700581855.hl 

BLASTX 

g3004555 

182 

3.0e-13 
184 

30 



39035 



NCBI Description 



(AC003673) similar to salt inducible protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S.eq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



279921 

100866_1.R1011 
ymt700218665.hl 

279922 

100883_1.R1011 
uC-zmflMol7006f05bl 

279923 

100891_1.R1011 

xjt700095880.hl 

BLASTX 

g2498291 

335 

4.0e-31 

150 

45 

DIHYDRODIPICOLINATE REDUCTASE >gi_16517 16_dbj_BAA16644_ 
(D90899) dihydrodipicolinate reductase [Synechocystis sp.] 

279924 

100892^2. RlOll 
ceu700422940.hl 

279925 

100901__1.R1011 

LIB83-015-Q1-E1-A4 

BLASTX 

g3386609 

286 

2.0e-25 

210 
36 

(AC004 665) putative DNA-binding protein [Arabidopsis 
thaliana] 

279926 

100910_1.R1011 

LIB83-015-Q1-E1-B2 

BLASTX 

g3128203 

504 

5.Ge-51 

154 
62 

(AC004521) unknown protein [Arabidopsis thaliana] 
279927 

100940_1.R1011 
dyk700106577.hl 

279928 

100955_1.R1011 
hbs701183195.hl 



39036 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279929 

100959_1.R1011 
LIB83-015-Q1-E1-F4 

279930 

100965_1.R1011 

rvt700552080.hl 

BLASTX 

g4579746 

245 

l.Oe-20 

114 

41 

(AB017105) DNA helicase Ql [Mus musculus] 
279931 

100973_1.R1011 

LIB84-015-Q1-E1-E7 

BLASTX 

gl652582 

149 

2.0e-09 

99 

36 

(D90906} hypothetical protein [Synechocystis sp.] 
279932 

100976_1.R1011 
LIB83-015-Q1-E1-H10 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



279933 

101000_1.R1011 
yyf700349518.hl 

279934 

101002_1.R1011 
LIB83-016-Q1-E1-B2 

279935 

101024_1.R1011 

LIB83-016-Q1-E1-D2 

BLASTX 

g4589931 

162 

8.0e-ll 

122 

30 

(AB024705) fls485 [Homo sapiens] 
279936 

101029_1.R1011 

uC-zmflmol7158h02bl 

BLASTX 

g2731443 

233 

4.0e-19 



39037 



Match length 

% identity 

NCBI Description 



145 
37 

(U96923) 
niger] 



[prot= cDNA of the glycoamidase gene [Aspergillus 



O C Lj[ • LN . 


^ 1 ^ f 


Contig ID 


101034 l.RlOll 


5 '-most EST 


LIB83-016-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g4490937 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


101 


% identity 


38 


NCBI Description 


(AJ132261) hypothetical helicase K12H4.8-like pr( 




sapiens] 


Seq. No. 


279938 


Contig ID 


101038 l.RlOll 


5 '-most EST 


LIB83-016-Q1-E1-E5 


Method 


"DT A C "PV 


NCBI GI 


g4589961 


BLAST score 


204 


E value 


8.0e-16 


Match length 


185 


% identity 


8 


NCBI Description 


(AC007169) unknown protein [Arabidopsis thaliana' 


Seq. No. 


279939 


Contig ID 


101059 l.RlOll 


5 '-most EST 


LIBS 3-01 6-Q1-E1-G3 


Seq. No. 


279940 


Contig ID 


101100 l.RlOll 


5 '-most EST 


nwy700447570.hl 


Metnoa 


bLAb i A 


NCBI GI 


g4204267 


BLAST score 


549 


E value 


2.0e-66 


Match length 




% identity 


69 


NCBI Description 


(AC005223) 55585 [Arabidopsis thaliana] 


Seq. No. 


279941 


Contig ID 


101110 l.RlOll 


5 '-most EST 


LIB84-001-Q1-E1-D9 


Seq. No. 


279942 


Contig ID 


101121 l.RlOll 


5 '-most EST 


LIB84-001-Q1-E1-F4 


Seq. No. 


279943 


Contig ID 


101125 l.RlOll 


5 '-most EST 


uC-zmflb73274cl0al 


Method 


BLASTX 


NCBI GI 


g3021281 


BLAST score 


155 



[Homo 



39038 



® 



E value 
Match length 
% identity 
NCBI Description 



3.0e-10 

76 
51 

(AL022347) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5'^ -most EST 



279944 

101125_2.R1011 
uC-zmflinol7321d01al 



Seq. No. 
Contig ID 
5 '-most EST 



279945 

101139__1.R1011 
uC-zmflmol7238dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



279946 

101145_1.R1011 
LIB84-002-Q1-E1-A5 



Seq. No, 

Contig ID 
5 '-most EST 



279947 

101152_1.R1011 
LIB84-002-Q1-E1-B5 



Seq. No. 

Contig ID 
5 '-most EST 



279948 

101159_1.R1011 
LIB84-002-Q1-E1-C11 



Seq. No. 
Contig ID 
5 '-most EST 



279949 

101160_1.R1011 
nbm700473130.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279950 

101185_1.R1011 

uC-zmflmol724 0h02bl 

BLASTX 

g2245082 

597 

8.0e-62 

203 

57 

(Z97343) SCARECROW homolog [Arabidopsis thaliana] 
279951 

101187_1.R1011 

fdz701158331.hl 

BLASTX 

gl620986 

242 

2.0e-20 

55 

85 

(Y08858) 40S ribosomal protein S17 [Nicotiana 
plumbaginif olia] 



Seq. No. 

Contig ID 
5 '-most EST 



279952 

101190_1.R1011 
LIB84-002-Q1-E1-G2 



39039 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279953 

101208_1,R1011 
LIB84-003-Q1-E1-A4 

BLASTX 

g418596 

285 

2.0e-25 

93 

55 

PUTATIVE 40S RIBOSOMAL PROTEIN YHR148W 

>gi_4 8 554 0_pir S33911 hypothetical protein YHR148w - yeast 

(Saccharomyces cerevisiae) >gi_4 014_einb_CAA4 9237_ {X69480) 
uORFl [Saccharomyces cerevisiae] >gi_500654 (U10397) 
Yhrl48wp [Saccharomyces cerevisiae] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279954 

101212_1.R1011 

LIB84-003-Q1-E1-A8 

BLASTX 

g3608143 

266 

3.0e-23 

65 

77 

(AC005314) unlcnown protein [Arabidopsis thaliana] 
279955 

101228_1.R1011 

LIB84-003-Q1-E1-C6 

BLASTX 

g4468980 

540 

3. Oe-55 

153 

65 

(AL035605) f ormamidase-like protein [Arabidopsis thaliana] 
279956 

101229_1.R1011 

LIB84-003-Q1-E1-C7 

BLASTX 

gl21065 

199 

2.0e-15 

101 

46 

TRANSLATION INITIATION FACTOR EIF-2B ALPHA SUBUNIT (EIF-2B 
GDP-GTP EXCHANGE FACTOR) (GUANINE NUCLEOTIDE EXCHANGE 
FACTOR SUBUNIT GCN3) (GCD COMPLEX SUBUNIT GCN3) 

(TRANSCRIPTIONAL ACTIVATOR GCN3) >gi_83571_pir ^A31562 

translation activator GCN3 - yeast (Saccharomyces 
cerevisiae) >gi__171580 (M23356) transcriptional activator 
protein GCN3 [Saccharomyces cerevisiae] 
>gi_4 8 64 5 3_emb_CAA8 2 098_ (Z28251) ORF YKR026c 
[Saccharomyces cerevisiae] 



Seq. No. 



279957 



39040 



Contig ID 
5^ -most EST 

"Seq. No. 
Contig ID 
5 '-most EST 



101259_1.R1011 
wyr700237916.hl 

279958 

101263_1.R1011 
bdu700383181.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279959 

101264_1.R1011 

xsy700217769.hl 

BLASTX 

g3176684 

199 

2.0e-15 

78 
50 

(AC003671) Contains similarity to equilibratiave nucleoside 
transporter 1 gb__U81375 from Homo sapiens. ESTs gb_N65317, 
gb_T20785, gb_AA586285 and gb_AA712578 come from this gene. 
[Arabidopsis thaliana] 

279960 

101266_1.R1011 
uC-zmflmol7209b09al 



Seq. No. 
Contig ID 
5 '-most EST 



279961 

101286_1.R1011 
uwc700155468.hl 



Seq. No. 

Contig ID 
5 '-most EST 



279962 

101296_1.R1011 
uC-zmflmol7139cllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



279963 

101307_1.R1011 

LIB84-004-Q1-E1-C11 

BLASTX 

g3249065 

709 

5.0e-75 

185 

72 

(AC004473) Similar to HAKl gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

279964 

101312_1.R1011 
LIB84-004-Q1-E1-C6 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



279965 

101320_1.R1011 
pmx700090550.hl 

279966 

101324_1.R1011 
LIB84-004-Q1-E1-D7 



39041 



Method 


BLASTX 


i>j ^ j_> ± <j ± 


a??4 4771 


BLAST score 


376 


E value 


4.0e-36 


Match length 


100 




D O 


NCBI Description 


(Z97335) kinesin homolog [Arafoidopsis thaliana; 


Seq. No. 


279967 


-r-i ■!- -1 T P\ 

uonniy lU 




5 '-most EST 


wen700335343.hl 


Seq, No. 


279968 


^^/-^r^■^--^ TPS 

uonuiy LU 




5 '-most EST 


ceu700'429607.hl 


Seq. No. 


279969 


(^Oir-(-f-n T Pi 

L/Onx-iy ±u 


101 '^4 ft 1 Rimi 


5 '-most EST 


LIB84-004-Q1-E1-G11 


Seq. No. 


279970 


TP\ 

L^Oncig ±u 


101"^^^^ 1 "Diriii 


5 '-most EST 


xjt700094009.hl 


Seq. No. 


279971 


L-Onuly IJJ 


1 n 1 ^7 R 1 p 1 n 1 1 


5 '-most EST 


LIB84-005-Q1-E1-A9 


Seq. No. 


279972 


Contig ID 


101397 l.RlOll 


5 '-most EST 


LIB84-005-Q1-E1-D5 


Seq. No. 


279973 


Contig ID 


101398 l.RlOll 


5 '-most EST 


tzu700204438.hl 


Method 


BLASTX 


NCBI GI 


g3242789 


riijAo i score 


7 7 "5 


E value 


2.0e-82 


Match length 


206 


% identity 


70 


NCBI Description 


[±\ii\jDDoD/) respiratory DursL oxioase proTi^ein u 




thaliana] 


Seq. No. 


279974 


Contig ID 


101404 l.RlOll 


5 '-most EST 


LIB84-005-Q1-E1-E3 


Seq. No. 


279975 


Contig ID 


101404 2.R1011 


5 '-most EST 


nbm700474793.hl 


Method 


BLASTX 


NCBI GI 


g4505121 


BLAST score 


218 


E value 


6.0e-18 


Match length 


95 


% identity 


43 



39042 



NCBI Description 



UNKNOWN >gi_3800809 (AF072250) itiethyl-CpG binding protein 
MBD4 [Homo sapiens] >gi_4539759_gb_AAD22195 . 1_AF1147 84_1 
(AF114784) methyl-CpG binding endonuclease [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Matcli length 

% identity 

NCBI Description 



279976 

101425_1.R1011 

uC-2mflb73262a01b3 

BLASTX 

g2981475 

208 

2.0e-16 

119 

42 

{AF053084) putative cinnamyi alcohol dehydrogenase [Malus 
domestical 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279977 

101428_1.R1011 

wyr700236511.hl 

BLASTX 

g4581111 

172 

4.0e-12 

165 

28 

{AC005825) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 » -most EST 



279978 

101429_1.R1011 
LIB84-006-Q1-E1-A12 



Seq, No. 
Contig ID 
5 '-most EST 



279979 

101436_1.R1011 
uC-zmflb73072fl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279980 

101457_1.R1011 

LIB84-006-Q1-E1-D3 

BLASTX 

g2245138 

246 

5.0e-21 

86 
53 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
279981 

101460_1.R1011 
LIB84-006-Q1-E1-D6 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279982 

101473__1.R1011 

uC-zmflB73021g01bl 

BLASTX 

gl729868 

171 



39043 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-12 

43 

84 

PROBABLE T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-l-BETA) 
(CCT-BETA) >gi_1177337_emb_CAA93213_ (Z69239) unknown 
[Schizosaccharomyces pombe] 

279983 

101481_1.R1011 

uC-zinflb73274f06bl 

BLASTX 

g3914239 

760 

8.0e-81 

241 

63 

PROTEIN PHOSPHATASE 2C ABI2 (PP2C) 

>gi_l 94514 0_errib_CAA7 01 63_ (Y08966) ABI2 protein phosphatas 
2C lArabidopsis thaliana] >gi_1945142_emb_CAA70162_ 
(Y08965) ABI2 protein phosphatase 2C [Arabidopsis thaliana 
>gi_2564213_emb_CAA72538_ (Y11840) ABI2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279984 

101490_1.R1011 

ceu700431308.hl 

BLASTX 

g2832622 

225 

2.0e-18 

97 

42 

{AL021711) cyclic phosphodiesterase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5 '-most EST 



279985 

101512_1.R1011 
ceu700434310.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279986 

101528_1.R1011 

LIB84-008-Q1-E1-B1 

BLASTX 

g2621249 

226 

2.0e-18 

146 

42 

(AE000807) conserved protein [Methanobacterium 
thermoautotrophicum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



279987 

101532_1.R1011 

ceu700432822.hl 

BLASTX 

g4455232 

259 



39044 




E value 


l.Oe-33 


Match length 


110 


% identity 


54 


NCBI Description 


(AL035523) putative protein [Arabidopsis thai. 


Seq. No. 


279988 


Contig ID 


101560 l.RlOll 


5 '-most EST 


LIB84-008-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


giooo 41 0 u 


BLAST score 


642 


E value 


2.0e-67 


Match length 


142 


% identity 


o c; 
03 


NCBI Description 


(Z71703) cdc2-like protein kinase [Beta vulga 


Seq. No. 


279989 


Oontig lu 




5^ -most EST 


LIB84-008-Q1-E1-E10 


Seq. No. 


279990 


Contig ID 


101570 l.RlOll 


5 '-most EST 


LIB84-008-Q1-E1-E7 


Seq. No. 


279991 


Contig ID 


101570 2.R1011 


5 '-most EST 


xsy700208225.hl 


Method 


BLASTX 


NCBI GI 


™o n yi /I A 
gjUO ft 


BLAST score 


654 


E value 


2.0e-68 


Match length 


157 


% identity 


} o 


NCBI Description 


{AC003981) F22013.5 [Arabidopsis thaliana] 


Seq. No. 


279992 


Contig ID 


101571 l.RlOll 


5 '-most EST 


mwy700440882.hl 


Seq. No. 


279993 


Contig ID 


101579 l.RlOll 


5 '-most EST 


uC- zmf Imo 17079f09bl 


Method 


BLASTX 


NCBI GI 


go y J. f± 1 


BLAST score 


179 


E value 


7.0e-21 


Match length 


135 


% identity 


39 


NCBI Description 


{AC005106) T25N20.5 [Arabidopsis thaliana] 


Seq. No. 


279994 


Contig ID 


101581 l.RlOll 


5 '-most EST 


fdz701165848.hl 


Method 


BLASTX 


NCBI GI 


g2388571 


BLAST score 


175 


E value 


2.0e-12 



39045 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
49 

(AC000098) Strong similarity to Arabidopsis peroxidase 
ATPER0X7A (gb_X98321) . [Arabidopsis thaliana] >gi_2738254 
(U97684) peroxidase precursor [Arabidopsis thaliana] 

279995 

101586_2.R1011 

uC-zmflb73349bl2a2 

BLASTX 

g4185141 

574 

4.0e-59 

190 
69 

(AC005724) putative calmodulin-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279996 

101599_1.R1011 

kem700612014.hl 

BLASTX 

g4049342 

370 

4 . Oe-35 

227 

19 

(AL034567) adenylate translocator (brittle-1 ) -like protein 
[Arabidopsis thaliana] 

279997 

101602_1.R1011 

LIB84-008-Q1-E1-H6 

BLASTX 

g2133315 

321 

l,0e-29 

135 

46 

met-10+ protein - Neurospora crassa >gi_773387 {L40806) 
Restriction enzyme inactivation of met-10 complementation 
in this region. Sequence similarity to S. cerevisiae 
chromosome VIII cosmid 9205, accession no. U1Q556 CDS 
residues 22627-24126 [Neurospora crassa] 

>gi_1583208_prf 2120297B met-10 gene [Neurospora crassa] 

279998 

101607_1.R1011 

uC-zmroB73030g09bl 

BLASTX 

g2582381 

1488 

l.Oe-166 

307 

87 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 



39046 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



279999 

101608_1.R1011 
pmx700091626.hl 

280000 

101612_1.R1011 
LIB84-026-Q1-E1-E3 

280001 

101616_1.R1011 

uC-zmflmol7297g05bl 

BLASTX 

g2980798 

176 

3.0e-12 

53 
55 

(AL022197) putative protein [Arabidopsis thaliana] 
280002 

101617_1.R1011 

clt700045512.fl 

BLASTX 

g2827704 

148 

2.0e-09 

81 
68 

(AL021684) LRR-like protein [Arabidopsis thaliana] 
280003 

101620_1.R1011 
VUX700159644 .h2 



Seq. No. 

Contig ID 
5 '-most EST 



280004 

101621_1.R1011 
uC-zmflmol7015c03bl 



Seq. No. 
Contig ID 
5 '-most EST 



280005 

101622_1.R1011 
rvt700548408.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280006 

101628_1.R1011 

uC-zmflb73048e04bl 

BLASTX 

g3249105 

933 

l.Oe-101 

282 

62 

(AC003114 
(ABIl) gb 



Contains similarity to protein phosphatase 2C 
X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



280007 

101636 l.RlOll 



39047 



5 '-most EST 



wty700166750.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280008 

101641_1.R1011 

xsy700208471.hl 

BLASTX 

g2832623 

398 

2.0e-38 

145 

51 

(AL021711) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280009 

101644_1.R1011 
LIB84-010-Q1-E1-E4 



Seq. No. 

Contig ID 
5 '-most EST 



280010 

101645_1.R1011 
fwa700101313.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280011 

101646_1.R1011 

tzu700201310.hl 

BLASTX 

gl703089 

222 

7.0e-18 

112 

38 

ACYLAMINO-ACID-RELEASING ENZYME (ACYL-PEPTIDE HYDROLASE) 
(APH) (ACYLAMINOACYL-PEPTIDASE) (DNF15S2 PROTEIN) 

>gi_2 118 0 63_pir JC4 655 acylaminoacyl -peptidase { EC 

3.4.19.1) - human >gi_556514_dbj_BAA07 47 6_ (D38441) 
acylamino acid-releasing enzyme [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280012 

101652_1.R1011 

ceu700427063.hl 

BLASTX 

g3335348 

154 

4.0e-10 

63 

49 

(AC004512) T8F5.20 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280013 

101652_2.R1011 
LIB84-010-Q1-E1-F8 



Seq. No. 
Contig ID 
5 '-most EST 



280014 

101660_1.R1011 
LIB84-011-Q1-E1-C3 



Seq. No. 



280015 



39048 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101674_1.R1011 

tfd700573910.hl 

BLASTX 

g2739382 

270 

2.0e-23 

180 
37 

{AC002505) myosin heavy chain-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280016 

101687_1.R1011 
LIB84-012-Q1-E12-C4 



Seq. No. 
Contig ID 
5 '-most EST 



280017 

101688_1.R1011 
LIB84-012-Q1-E12-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280018 

101697_1.R1011 

LIB84-012-Q1-E12-E5 

BLASTX 

g4503609 

438 

2.0e-43 

154 

58 

electron-transf er-f lavoprotein, beta polypeptide 
>gi_585110_sp_P38117_ETFB_HUMAN ELECTRON TRANSFER 

FLAVOPROTEIN BETA-SUBUNIT (BETA-ETF) >gi_4 7 9194_pir S32482 

electron transfer flavoprotein beta chain - human 
>gi_27812 03_pdb_lEFV_B Chain B, Three-Dimensional Structure 
Of Human Electron Transfer Flavoprotein To 2.1 A Resolution 
>gi__297 902_emb_CAA50441_ {X71129) electron transfer 
flavoprotein beta subunit [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



280019 

101712_1.R1011 
uC-zmflMol7019e08bl 



Seq. No. 
Contig ID 
5 '-most EST 



280020 

101721_1.R1011 
LIB84-013-Q1-E1-A7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280021 

101737_1.R1011 

uC-zmromol7067d01al 

BLASTX 

gl717850 

228 

7.0e-19 

72 
60 

UBIQUITIN-CONJUGATING ENZYME E2-23 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) 

>gi_107238 6_emb_CAA63352__ {X92664) ubiquitin-conjugating 



39049 



enzyme UbcM2 [Mus mus cuius] 



Seq. No. 
Contig ID 
5 '-most EST 



280022 

101739_1.R1011 
rvl700458511.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280023 

101757_1.R1011 
fwa700101202.hl 

280024 

101766_1.R1011 

LIB84-013-Q1-E1-F8 

BLASTX 

gl899050 

921 

l.Oe-99 

237 
70 

{U62773) ripening-associated protein [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



280025 

101771_1.R1011 
LIB84-013-Q1-E1-G2 

280026 

101782_1.R1011 

vux700161478.hl 

BLASTX 

g4503719 

358 

9.0e-34 

152 

47 

fragile histidine triad gene 

>gi_17 0 67 94_sp_P4 978 9_FHIT_HUMAN 

BIS (5'-ADEN0SYL) -TRIPHOSPHATASE (DIADENOSINE 

5',5' ' '-P1, P3-TRIPH0SPHATE HYDROLASE) 

(DINUCLEOSIDETRIPHOSPHATASE) (AP3A HYDROLASE) {AP3AASE) 
(FRAGILE HISTIDINE TRIAD PROTEIN) >gi_3114 520_pdb_4FIT_ 
Fhit-Apo >gi_3114524_pdb_6FIT_ Fhit-Transition State 
Analog >gi_33188 95_pdb_lFHI_ Substrate Analog (Ib2) 
Complex With The Fragile Histidine Triad Protein, Fhit 
>gi__1203836 (U46922) member of the histidine triad (HIT) 
gene family; similar to the S. pombe diadenosine 
5',5' ' '-Pl,P4-tetraphosphate asymmetrical hydrolase [Homo 
sapiens] >gi_1945066 (U76272) diadenosine triphosphate 
(Ap3A) hydrolase [Homo sapiens] 

280027 

101801_1.R1011 
ymt700219193,hl 

280028 

101804_1.R1011 
LIB84-014-Q1-E1-B5 



39050 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280029 

101858_1.R1011 

pinx700082996.hl 

BLASTX 

g282994 

756 

2.0e-80 

237 
59 

Sipl protein - barley >gi_167100 (M77475) seed imbibition 
protein [Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



280030 

101873_1.R1011 
mwy700442156.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280031 

101893__1.R1011 
uC-zmroteosinte019h07bl 



Seq. No. 
Contig ID 
5 '-most EST 



280032 

101895_1.R1011 
uC-zmflmol7308f08bl 



Seq. No. 

Contig ID 
5 '-most EST 



280033 

101895_2.R1011 
uC-zmflmol7184fl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



280034 

101913_1.R1011 
ceu700430320.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280035 

101913_3.R1011 
uC-zmflb73136c09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280036 

101929_1.R1011 

xjt700093565.hl 

BLASTX 

g4502327 

148 

7.0e-ll 

97 

44 

AU RNA-binding protein/enoyl-Coenzyme A hydratase 

>gi_2135070_pir 137195 enoyl-CoA hydratase (EC 4.2.1.17) / 

AU-specific RNA-binding protein - human 
>gi_7802 41_emb_C7VA56260_ (X7 9888) AU-binding 
protein/Enoyl-CoA hydratase [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



280037 

101929_2.R1011 
uC-zmflmol7 022b07bl 
BLASTX 
g2245034 



39051 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284 

3.0e-25 

112 

55 

CZ97342) enoyl-CoA hydratase [Arabidopsis thaliana] 
280038 

101953_1.R1011 

uC-zmflinol7051g01bl 

BLASTX 

g3249105 

477 

l.Oe-47 

149 

61 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABIl) gb_X78886 from A. thaliana, [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280039 

101955_1.R1011 

LIB84-016-Q1-E1-F6 

BLASTX 

g2244898 

650 

3.0e-68 

138 
87 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280040 

101966_1.R1011 

pmx700089530.hl 

BLASTX 

g4510428 

258 

5.0e-42 

167 

53 

(AC006929) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280041 

101974_1.R1011 
uC-zmflb73302hllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280042 

101993_1.R1011 

LIB84-017-Q1-E1-B9 

BLASTX 

g4006867 

358 

4.0e-41 

168 
56 

(Z99707) putative protein [Arabidopsis thaliana] 



39052 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280043 

102022_1.R1011 

uC-zmroteosinte016a03bl 

BLASTX 

g4322346 

204 

9.0e-16 

93 

42 

(AF081825) sodium-dependent high-affinity dicarboxylate 
transporter [Rattus norvegicus] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280044 

102099_1.R1011 

ceu700428275.hl 

BLASTX 

gll73347 

442 

9.0e-44 

128 

70 

SEDOHEPTULOSE-1,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BI SPHOSPHATASE ) ( SBPASE ) { SED ( 1 , 7 ) P2 ASE ) 

>gi_100803_pir S234 52 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265__emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 



280045 

102106_1.R1011 

wty700172359.hl 

BLASTX 

g322598 

205 

6.0e-16 

149 

34 

Stl2p protein - 



Arabidopsis thaliana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280046 

102109_1.R1011 

wty700167278.hl 

BLASTX 

g2459447 

149 

3.0e-09 

36 

78 

(AC002332) putative Mlo protein [Arabidopsis thaliana] 
280047 

102113_1.R1011 

wty700168920.hl 

BLASTX 

g2739044 

202 

8.0e-16 



39053 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
48 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

280048 

102119_1.R1011 

uC-zmrob73044fllal 

BLASTX 

gl076816 

1280 

l.Oe-142 

261 

94 

nitrate reductase (NADH) (EC 1.6.6.1) (clone ZmnrlS) - 
maize (fragment) >gi_168517 (M77792) nitrate reductase [Zea 
mays] 

280049 

102123__1.R1011 
mwy700438561.hl 

280050 

102124_1.R1011 

fC-zmfl700351896gl 

BLASTX 

g4107003 

761 

3.0e-81 

152 

95 

(D82036) 0SK5 [Oryza sativa] >gi_4107007_dbj_BAA362 97__ 
(D82038) 0SK3 [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280051 

102140_1.R1011 

uC-zmroteosinte001a04bl 

BLASTX 

gl076509 

192 

l.Oe-14 

94 
40 

chloroplast RNA binding protein - 
>gi_558 629_emb_CAA57551_ (X82030) 
protein [Phaseolus vulgaris] 



kidney bean 

chloroplast RNA binding 



Seq. No. 

Contig ID 
5 '-most EST 



280052 

102158_1.R1011 
uwc700151119.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280053 

102171_1.R1011 

qmh700028526.fl 

BLASTX 

gl903034 

352 



39054 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-33 

108 

60 

(X94 625) amp-binding protein [Brassica napus] 
280054 

102179_1.R1011 

uC-zmroteosinte04 3b08b2 

BLASTX 

g4432832 

280 

l.Oe-24 

91 
62 

(AC006283) similar to protein Htf9C [Arabidopsis thaliana] 
280055 

102181_1.R1011 
LIB84-023-Q1-E1-G2 

280056 

102191_1.R1011 

fwa700097865.hl 

BLASTX 

g2494034 

342 

4.0e-32 

92 
70 

DIACYLGLYCEROL KINASE 1 {DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ {D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280057 

102193_1.R1011 
vux700156851.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



280058 

102204_1.R1011 

LIB84-024-Q1-E1-B12 

BLASTX 

g3777602 

227 

8.0e-19 

79 

63 

(AF095709) SOS ribosomal protein LIO [Oryza sativa] 
280059 

102232_1.R1011 

LIB84-024-Q1-E1-E8 

BLASTX 

g710465 

268 

2.0e-23 
128 



39055 



• 



% identity 42 . un i 

NCBI Description OEP86=outer envelope protein [Peas, Peptide Chloroplast, 
878 aa] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280060 

102244_1.R1011 

fdz701165791.hl 

BLASTX 

g2496192 

171 

6.0e-12 

165 

28 

HYPOTHETICAL PROTEIN MJ1612 >gi_2129191_pir C64501 

phosphonopyruvate decarboxylase BcpC homolog - 
Methanococcus jannaschii >gi_1592213 (U67601) 
phosphonopyruvate decarboxylase (bcpC) [Methanococcus 
jannaschii] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280061 

102257_1.R1011 

LIB84-024-Q1-E1-H9 

BLASTX 

g4263714 

683 

7.0e-72 

173 

80 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280062 

102278_1.R1011 

LIB84-025-Q1-E1-D10 

BLASTX 

g2618699 

271 

l.Oe-23 

141 

38 

(AC002510) unknown protein [Arabidopsis thaliana] 
280063 

102280_1.R1011 
uC-zmflmol7190h04bl 

280064 

102280_2.R1011 
dyk700103561.hl 

280065 

102287_1.R1011 

LIB84-025-Q1-E1-G12 

BLASTX 

g4056493 

193 

2.0e-14 



39056 



Match length 100 
% identity 36 

NCBI Description (AC005896) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280066 

102290_1,R1011 

hvj700624238.hl 

BLASTX 

g465602 

206 

2.0e-16 

83 

52 

HYPOTHETICAL 32.9 KD PROTEIN IN NFO-FRUA INTERGENIC REGION 
>gi_405885 (U00007) yeiN [Escherichia coli] >gi_1788490 
(AE000306) orf, hypothetical protein [Escherichia coli] 
>gi 744200_prf 2014253BL yeiN gene [Escherichia coli] 



Seq. No. 


280067 


Contig ID 


102298 l.RlOll 


5 '-most EST 


ceu700422088.hl 


Seq. No. 


280068 


Contig ID 


102321 l.RlOll 


5 '-most EST 


LIB84-026-Q1-E1-C12 


Mp'I" hod 


BLASTX 


NCBI GI 


g4454017 


BLAST score 


419 


E value 


4,0e-41 


Match length 


147 


% identity 


54 


NCBI Description 


(AL035396) hypotheti. 


Seq. No. 


280069 


Contig ID 


102334 l.RlOll 


5 '-most EST 


uC-zmflb73349a08a2 


Seq. No. 


280070 


Contig ID 


102340 l.RlOll 


5 '-most EST 


LIB84-026-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g4455199 


BLAST score 


372 


E value 


l.Oe-35 


Match length 


154 


% identity 


54 


NCBI Description 


(AL035440) putative 


Seq. No. 


280071 


Contig ID 


102353 l.RlOll 


5 '-most EST 


pmx700088511.hl 


Method 


BLASTX 


NCBI GI 


gl293835 


BLAST score 


501 


E value 


4.0e-50 


Match length 


304 


% identity 


38 



39057 



KfCBI Description 



(U56965) C15H9.5 gene product [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280072 

102378_1,R1011 

hbs701181576.hl 

BLASTX 

g3004565 

552 

l.Oe-72 

202 

32 

[AC003673) putative protein kinase [Arabidopsis thaliana] 
280073 

102381_1.R1011 

LIB84-027-Q1-E1-B1 

BLASTX 

g4336436 

195 

5,0e-15 

82 
61 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
280074 

102384_1.R1011 

dyk700102052.hl 

BLASTX 

g4140326 

198 

3.0e-15 

108 

44 

(AL031282) dJ283E3.6.1 (PUTATIVE novel protein similar to 
many (archae) bacterial, worm and yeast hypothetical 
proteins) [Homo sapiens] 

280075 

102393_1.R1011 
uC-zmflmol7 045c06al 



Seq, No. 

Contig ID 
5 '-most EST 



280076 

102402_1,R1011 
LIB84-027-Q1-E1-D1 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280077 

102406_1.R1011 

LIB84-027-Q1-E1-D2 

BLASTX 

gl399181 

520 

4.0e-53 

127 
76 

(U50738) lycopene epsilon cyclase [Arabidopsis thaliana] 



Seq, No. 



280078 



39058 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



102411_2.R1011 

tzu700201132.hl 

BLASTN 

g602605 

41 

l.Oe-13 



Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
280079 

102438_1.R1011 

LIB84-027-Q1-E1-G4 

BLASTN 

g2062705 

37 

5.0e-ll 

37 
100 

Human butyrophilin (BTF5) mRNA, complete cds 
280080 

102438__2.R1011 
nbm700465154.hl 

280081 

102443_1.R1011 

LIB84-027-Q1-E1-G9 

BLASTX 

g4336747 

416 

6.0e-41 

126 

62 

(AF104924) unconventional myosin heavy chain [Zea mays] 
280082 

102448___1.R1011 
gct701167363.hl 

280083 

102456_1.R1011 
LIB84-028-Q1-E1-A12 

280084 

102457_1.R1011 

xsy700214480.hl 

BLASTX 

g4239887 

790 

2.0e-84 

164 

92 

(AB016801) MAP kinase 4 [Zea mays] 
280085 

102458 l.RlOll 



39059 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7126a08bl 

BLASTX 

g3329368 

389 

l.Oe-37 
169 
50 

(AF031244) 



nodulin-like protein [Arabidopsis thaliana] 



280086 

102466_1.R1011 
LIB84-028-Q1-E1-B10 

280087 

102471_1.R1011 
LIB84-028-Q1-E1-B9 

280088 

102475_1.R1011 

uC-zmflmol7013e08bl 

BLASTX 

g3193327 

261 

3.0e-22 

66 
74 

(AF069299) No definition line found [Arabidopsis thaliana] 
280089 

102478_1.R1011 

uC-zmroteosinte047d03bl 

BLASTX 

gl305531 

234 

3.0e-19 

98 

43 

(U55219) defective chloroplasts and leaves; required for 
chloroplast development and palisade cell differentiation 
in leaves [Lycopersicon esculentum] >gi_1323698 (U55278) 
DCL [Solanum lycopersicum] 

280090 

102478_2.R1011 

afb700381328,hl 

BLASTX 

gl305531 

166 

l.Oe-11 

71 

42 

(U55219) defective chloroplasts and leaves; required for 
chloroplast development and palisade cell differentiation 
in leaves [Lycopersicon esculentum] >gi_1323698 (U55278) 
DCL [Solanum lycopersicum] 



Seq. No. 



280091 



39060 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102482^1. RlOll 

uC-2mflinol7061blObl 

BLASTN 

g3329456 

38 

6.0e-12 

38 
100 

Mus musculus TRAAK K+ channel subunit mRNA, complete cds 



Seq. No. 

Contig ID 
5* -most EST 



280092 

102483^1. RlOll 
LIB84-028-Q1-E1-D1 



Seq. No. 
Contig ID 
5^ -most EST 



280093 

102484_1.R1011 
LIB84-028-Q1-E1-D10 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280094 

102503_1.R1011 

LIB84-028-Q1-E1-E8 

BLASTX 

g2500139 

466 

7.0e-47 

108 
83 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF-1) 

>gi_1653916_dbj_BAA18826_ (D90917) peptide chain release 
factor [Synechocystis sp.] 



Seq. No, 

Contig ID 
5 '-most EST 



280095 

102507_1.R1011 
LIB8 4-028-Q1-E1-F11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280096 

102512_1.R1011 

uC-zmroteosinte08 6f 06bl 

BLASTX 

g2213588 

357 

8.0e-34 

150 
49 

(AC000348) T7N9.8 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280097 

102514_1.R1011 
LIB84-028-Q1-E1-F8 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280098 

102530_1.R1011 

uC-zmflb73278b02bl 

BLASTX 

g3522947 

422 

3.0e-41 



39061 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



153 
55 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
280099 

102558_1.R1011 
LIB84-029-Q1-E1-C1 

280100 

102578_1.R1011 

LIB84-029-Q1-E1-E10 

BLASTX 

gl617272 

386 

3.0e-37 

122 
62 

(Z72151) AMP-binding protein [Brassica napus] 
280101 

102600_1.R1011 
pmx700088538.hl 

280102 

102603_1.R1011 
LIB84-029-Q1-E1-G9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



280103 

102622_1.R1011 

LIB8 4-030-Q1-E1-A8 

BLASTN 

g3821780 

37 

2.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
280104 

102626_1.R1011 
fwa700099575.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280105 

102627_1.R1011 
gct701179787.hl 

280106 

102636_1.R1011 

LIB84-030-Q1-E1-C1 

BLASTX 

gl016270 

300 

4.0e-27 

103 
60 

{U35123) p-glycoprotein [Urechis caupo] 



39062 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280107 

102643_1.R1011 
xmt700267637.hl 

280108 

102653_1.R1011 
LIB84-030-Q1-E1-D5 

280109 

102654_1.R1011 

LIB84-030-Q1-E1-D6 

BLASTX 

g2130080 

170 

5.0e-12 

63 

44 

Nrampl protein - rice >gi_147 0320_bbs_177 441 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa, 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 

280110 

102668_1.R1011 

gct701180062,hl 

BLASTX 

g3176659 

150 

2.0e-09 

81 

40 

(AC004393) Strong similarity to receptor kinase gb_M80238 
from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



280111 

102684_1.R1011 
mwy700438604.hl 

280112 

102695_1.R1011 
vux700162437.hl 

280113 

102702_1.R1011 

uC-zmroteosinte093cl0b2 

BLASTX 

g3775987 

656 

l.Oe-68 

220 
59 

(AJ010457) RNA helicase [Arabidopsis thaliana] 
280114 

102702_2 .RlOll 
uC-zmflm017214f01bl 



39063 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4079811 

172 

9.0e-24 

339 
7 

(AF071173) 



Herc2 [Mus musculus] 



280115 

102708_1.R1011 
uC-zmflB73002a07bl 

280116 

102712_1.R1011 

ymt700223285.hl 

BLASTX 

gl871185 

432 

2.0e-42 

124 

64 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
280117 

102730_1.R1011 
uC-zmflb73119b03bl 

280118 

102734_1.R1011 
clt700044565. fl 

280119 

102734_2.R1011 
wty700164858 .hi 

280120 

102744_1.R1011 

uC-zmflmol7156fl0bl 

BLASTX 

g3367534 

524 

5.0e-90 

213 

76 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



280121 

102751_1.R1011 

uC-zmflMol7064g08bl 

BLASTX 

g3128186 

155 

4 .Oe-10 

44 
64 



39064 



NCBI Description {AC004521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280122 

102780_1.R1011 

uC-zinflB73002h07bl 

BLASTX 

g2501572 

271 

7.0e-34 

124 
65 

LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 



Seq. No. 

Contig ID 
5 '-most EST 



280123 

102786_1.R1011 
uC-zmflb73003a01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280124 

102799_1.R1011 

uC-zmflb73003d09bl 

BLASTX 

g3258314 

180 

4.0e-13 

147 

33 

(AP000007) 432aa long hypothetical protein [Pyrococcus 
horikoshii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280125 

102802_1.R1011 
uC-zmflb73O03el0bl 
BLASTX 
gl345643 
252 

2.0e-21 

100 
54 

FLAVONOID 3 \ 5 ' -HYDROXYLASE 2 (F3 

75A3) (CYPLXXVA3) >gi_629709_pir 

3' ,5 '-hydroxylase Hf2 - garden petunia 
>gi_311654__emb__CAA80265_ (Z22544) flavonoid 
3' / 5 '-hydroxylase [Petunia x hybrida] 

>gi 738771_prf 2001426A flavonoid 3 ', 5 ' -hydroxylase 

[Petunia x hybrida] 



5'H) (CYTOCHROME P450 
S38984 flavonoid 



Seq, No. 
Contig ID 
5 '-most EST 



280126 

102807_1.R1011 
uC-2mflb73003f06bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280127 

102809_1.R1011 

uC-zmflb73003f09bl 

BLASTX 

gl430907 

208 



39065 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



5.0e-25 

156 
41 

(Z49144) multidrug resistance-associated protein 2 
[Oryctolagus cuniculus] 

280128 

102810_1.R1011 
uC-2mflb73003fl2bl 

280129 

102812_1.R1011 

uC-zmflB73003g04bl 

BLASTX 

g3779218 

433 

5,0e-43 

104 
82 

(AF030879) protein kinase CPKl [Solanum tuberosum] 
280130 

102813_1.R1011 

nbm700473214 .hi 

BLASTX 

gl805460 

210 

5.0e-17 

96 
45 

(D50453) homologue of succinate semialdehyde dehydrogenase 
GabD of E. coli [Bacillus subtilis] 
>gi_2 632 692_einb_CAB12199_ (Z99106) similar to 
succinate-semialdehyde dehydrogenase [Bacillus subtilis] 

280131 

102814_1.R1011 
xmt700260467.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280132 

102816_1.R1G11 
uC-zmflb73003g09bl 

280133 

102819_1.R1011 

uC-zmroteosinte070d09bl 

BLASTX 

gl35460 

625 

3.0e-65 

146 

84 

TUBULIN BETA-2 CHAIN >gi_100933_pir S14702 tubulin beta-2 

chain - maize >gi_22184_emb_CAA37061_ (X52879) beta 2 
tubulin (AA 1-444) [2ea mays] 



Seq. No. 



280134 



39066 



Contig ID 
5 '-most EST 



102829_1.R1011 
clt700045827.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



280135 

102832_1.R1011 

uwc700154504.hl 

BLASTX 

gl653242 

468 

2.0e-46 

290 
37 

(D90912) hypothetical protein [Synechocystis sp.] 
280136 

102836_1.R1011 
uC-zmflB73004b06bl 



Seq. No. 
Contig ID 
5 '-most EST 



280137 

102843_1.R1011 
nbm700470447.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280138 

102845_1.R1011 
uC-zmflB73004c05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



280139 

102863_1.R1011 

uC-zmflB73004e04bl 

BLASTX 

g4455169 

232 

3.0e-19 

118 
42 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 

280140 

102865_1.R1011 
pwr700452427.hl 

280141 

102869_1.R1011 
uC-zmflB73004ellbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280142 

102870_1.R1011 

uC-zmflB73004el2bl 

BLASTX 

g2827699 

333 

4.0e-31 

86 
69 

{AL021684) predicted protein [Arabidopsis thaliana] 



39067 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280143 

102870_2.R1011 

uC-2mflb73086e08b2 

BLASTX 

g2827699 

179 

l.Oe-12 

47 

66 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280144 

102870_3.R1011 
ntr700073505,hl 



Seq. No. 

Contig ID 
5 '-most EST 



280145 

102880_1.R1011 
uC-2mflb73164a06b2 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280146 

102882_1.R1011 

uC-zmflB73004g06bl 

BLASTX 

gl707640 

190 

3.0e-14 

59 

68 

(X98355) transcription factor GAMyb [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 



280147 

102884__1.R1011 
uC-zmflB73004g08bl 



Seq. No. 

Contig ID 
5 '-most EST 



280148 

102903_1.R1011 
uC-2mflB73005a06bl 



Seq. No. 

Contig ID 
5 '-most EST 



280149 

102915_1.R1011 
uC-zmflmol7159hllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280150 

102919_1.R1011 

uC-zmflB73005c05bl 

BLASTX 

g3341747 

617 

5.0e-64 

200 
62 

(AF077130) receptor-like protein kinase [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 



280151 

102926_1.R1011 
uC-zmflb73005d08al 



39068 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280152 

102932_1,R1011 

uC-zmflb73265d08b4 

BLASTX 

g3269290 

169 

9.0e-12 

63 

57 

(AL030978) putative receptor like kinase [Arabxdopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280153 

102943_1.R1011 

wyr700239260.hl 

BLASTX 

g2582351 

242 

4.0e-20 

114 

44 

(AF018 639) unknown [Dictyostelium discoideum] 



Seq. No. 
Contig ID 
5 '-most EST 



280154 

102946_1.R1011 
uC-zmflb73005g07al 



Seq. No. 
Contig ID 
5 '-most EST 



280155 

102948_1.R1011 
uC-zmflB73005g03bl 



Seq. No. 
Contig ID 
5 '-most EST 



280156 

102973_1.R1011 
pmx700090517.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280157 

102974_1.R1011 
wty700165708.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280158 

102975_1.R1011 
uC-zmflB73006b04bl 



Seq. No. 

Contig ID 
5 '-most EST 



280159 

102984_1.R1011 
fwa700101424.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280160 

102987_1.R1011 
uC-zmflB73006c06bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280161 

102987_2.R1011 

cjh700195181.hl 

BLASTX 

gl091678 

313 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



2.0e-28 

90 

64 

activator-like transposable 
280162 

102988_1.R1011 
mwy700442545,hl 

280163 

102989_1.R1011 
rvt700551895.hl 

280164 

102991_1.R1011 
uC-2mflB73006clObl 

280165 

102993_1.R1011 

uC-2mflmol7300f05bl 

BLASTN 

g3550435 

53 

2.0e-20 

132 

86 

Hordeum vulgare Hotrl gene 
280166 

103011_1.R1011 
uC-2mflB73006e09bl 

280167 

103016_1.R1011 
uC-zmflb73412hllal 

280168 

103023_1.R1011 

uC-zmflmol727 0h03bl 

BLASTX 

g2262113 

751 

6.0e-80 

203 
70 

{AC002343) unknown protein 
280169 

103026__1.R1011 
pmx700091046.hl 

280170 

103028_1.R1011 

uC-2mflm017209c02bl 

BLASTX 

g4008008 

203 



element [Pennisetum glaucum] 



[Arabidopsis thaliana] 



39070 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-16 

61 

67 

(AF084035) receptor-like protein kinase [Arabidopsis 
thaliana] 

280171 

103028_2.R1011 

uC-zmflb73362dlla2 

BLASTX 

g4008008 

147 

3.0e-09 

52 

62 

(AF084035) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280172 

103037_1.R1011 
uC-zmflmol7131f09bl 

280173 

103043_1.R1011 

uC-zmflB73006hl0bl 

BLASTX 

gl931647 

601 

2.0e-62 

156 

73 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280174 

103063_1.R1011 
uC-zmflB73007c02bl 

280175 

103093_1.R1011 

uC-zmflb73014b03bl 

BLASTX 

g3193306 

706 

2.0e-74 

204 
69 

(AF069300) contains similarity to Arabidopsis 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 



280176 

103106_1.R1011 
uC-zmflB73007g06bl 

280177 

103113 l.RlOll 



39071 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xyt700346627.hl 

BLASTX 

g3695388 

178 

8.0e-13 

54 
50 

(AF096371) No definition line found [Arabidopsis thaliana] 
280178 

103116_1.R1011 

uC-zmflB7 3007h06bl 

BLASTX 

g3805854 

391 

9.0e-40 

207 

45 

(AL031986) putative protein [Arabidopsis thaliana] 
280179 

103123_1.R1011 

uC-zmflB73008a04bl 

BLASTX 

g3914365 

717 

6.0e-76 

169 

79 

PHOSPHOLIPASE D 2 PRECURSOR (PLD 2) (CHOLINE PHOSPHATASE 2) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 2) 
>gi_1902901_dbj_BAA19466_ (AB001919) phospholipase D [Oryza 
satival 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280180 

103133_1,R1011 

cat700016563.rl 

BLASTX 

g2108252 

609 

4.0e-63 

152 
39 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4 538 925_emb_CAB3 9661 . 1__ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280181 

103135_1.R1011 
uC-zmflB73008b06bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



280182 

103136_1.R1011 

uC-zmflB73010g08bl 

BLASTX 

g347855 



39072 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



494 

l.Oe-49 

115 

84 

(L21753) glucose transporter [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280183 

103140_1.R1011 
uC-zmflb73008c01bl 

280184 

103149_1.R1011 

yyf700351136.hl 

BLASTX 

gl3461G7 

1563 

l.Oe-175 

312 

95 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT >gi_557 696 
{U12233) GTP binding protein beta subunit [Zea mays] 

280185 

103161_1.R1011 

uC-zmflb73008e05bl 

BLASTX 

g2464901 

390 

l.Oe-37 

100 
77 

(Z99708) putative protein [Arabidopsis thaliana] 
280186 

103162_1.R1011 

uC-zmflb73118g01bl 

BLASTX 

g3355486 

416 

l.Oe-40 

137 
60 

(AC004218) unknown protein [Arabidopsis thaliana] 
280187 

103166_1.R1011 

uC-zmflb73008ellbl 

BLASTX 

gl706082 

394 

2.0e-38 

.133 
70 

SERINE CARBOXYPEPTIDASE II-3 PRECURSOR {CP-MII.3) 

>gi__629787__pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 



39073 



CP-MII.3=serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis, aleurone. Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ {X78877) serine carboxylase II-3 
[Hordeum vulgare] 



Seq. ISIo. 
Contig ID 
5 '-most EST 



280188 

103193_1.R1011 
uC-zmflB73008h03bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280189 

103194_1.R1011 
uC-zmflb73051cl2bl 

280190 

103197__1.R1011 

uC-zmflb73008h07bl 

BLASTX 

g4008006 

306 

8.0e-28 

136 

49 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280191 

103206_1.R1011 

uC-zmflB73009a05bl 

BLASTX 

g4185131 

281 

l.Oe-24 

154 

44 

(AC005724) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280192 

103216_1.R1011 
uC-zmflB73009b07bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280193 

103220_1.R1011 
wen700336725.hl 

280194 

103225_1.R1011 

ymt700223363.hl 

BLASTX 

g2104683 

195 

8.0e-15 

112 
31 

(X97908) transcription factor [Vicia faba] 



Seq. No. 



280195 



39074 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103249_1.R1011 

wuj700282015.hl 

BLASTX 

g3915309 

381 

2.0e-36 

195 
41 

D-XYLOSE-PROTON SYMPORT {D-XYLOSE TRANSPORTER) >gi_28 95856 
(AF045552) D-xylose proton- syitiporter [Lactobacillus brevis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280196 

103260_1.R1011 

uC-zmflmol7059h07bl 

BLASTX 

g3540179 

455 

3.0e-45 

153 
58 

(AC004122) putative amino acid permease [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280197 

103260_2.R1011 

uC-zmflb73151a04bl 

BLASTX 

gl076290 

164 

l.Oe-23 

100 

61 

amino acid transporter AAP4 - Arabidopsis thaliana 
>gi_608 671_emb_CAA54 631_ (X7750G) amino acid transporter 
[Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



280198 

103271_1.R1011 
uC-zmflb73183h07bl 



Seq. No. 

Contig ID 
5 '-most EST 



280199 

103271^2. RlOll 
uC-zmflmol7221f04al 



Seq. No. 

Contig ID 
5 '-most EST 



280200 

103274_1.R1011 
uC-zmflB73009g09bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



280201 

103275_1.R1011 

uC-zmflB73009gllbl 

BLASTX 

g3885339 

581 

221 
55 



39075 



II 



NCBI Description (AC005623) putative bzip protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280202 

103281_1.R1011 

uC-2inflB73009h05bl 

BLASTX 

g629688 

144 

8.0e-09 

74 

39 

dehydroquinase shikimate dehydrogenase - Common tobacco 
>gi_535771 (L32794) dehydroquinate dehydratase /shikimate 
dehydrogenase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



280203 

103284_1.R1011 
uC-zmflmol7001e04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280204 

103299_1.R1011 

uC-zmflb73092allb2 

BLASTN 

g22435 

38 

8.0e-12 

42 
98 

Z.mays PKl gene for receptor-like protein kinase 



Seq. No. 

Contig ID 
5 '-most EST 



280205 

103305__1.R1011 
uC-zmflB73010b08bl 



Seq. No. 

Contig ID 
5 '-most EST 



280206 

103314_1.R1011 
fwa700100787.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280207 

103335_1,R1011 
fxb700397456.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280208 

103344_1.R1011 
uC-zmflB73010f05bl 



Seq. No. 
Contig ID 
5 '-most EST 



280209 

103352_1.R1011 
fdz701162958.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280210 

103360_1.R1011 

ceu700433794.hl 

BLASTX 

gl800217 

592 

6.0e-65 



39076 



Match length 


140 


% identity 


94 


NCBI Description 


(U56730) Phytochrome B [Sorghum bicolor] 


Seq. No. 


280211 


Contig ID 


103364 l.RlOll 


5 ' -most EST 


uC-zmflB73010h03bl 


Method 


BLASTX 


NCBI GI 


g2134102 


BLAST score 


411 


E value 


4 , Oe-40 


Match length 


144 


% identity 


62 


NCBI Description 


kinesin-like protein 1 - African clawed frog 




>gi 562793 emb CAA57539 (X82012) kinesin-like protein 




[Xenopus laevis] 


Seq. No. 


280212 


Contig ID 


103372 l.RlOll 


5 '-most EST 


uC-zmfTB73010hl2bl 


Method 


BLASTX 


NCBI GI 


g2791896 


BLAST score 


893 


F. va 1 lie 


2 . Oe-96 


Match length 


230 


% identity 


74 


NCBI Description 


(Y08997) 14 6kDa nuclear protein [Xenopus laevis] 


Seq. No. 


280213 


Contig ID 


103374 l.RlOll 


5 ' -most EST 


uC-zmfTB73021a02bl 


Seq. No. 


280214 


Contig ID 


103374 2.R1011 


5 ' -most EST 


uC-2mfTmol7 300c09al 


Method 


BLASTX 


NCBI GI 


g2288988 


BLAST score 


233 


E value 


1. Oe-18 


Match length 


131 


% identity 


37 


NCBI Description 


(AC002335) hypothetical protein [Arabidopsis thaliana] 


Sea. No 


280215 


Contig ID 


103398 l.RlOll 


5 '-most EST 


uC-zmfTb73169a09b2 


Method 


BLASTX 


NCBI GI 


g2980764 


BLAST score 


151 


E value 


6. Oe-10 


Match length 


55 


% identity 


60 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


280216 


Contig ID 


103418 l.RlOll 


5 '-most EST 


uC-zmflB73021e08bl 



39077 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280217 

103436_1.R1011 
uC-zmflB73021g06bl 

280218 

103443_1.R1011 

uC-zmflB73021h06bl 

BLASTX 

g3461815 

206 

3.0e-21 

122 

51 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
280219 

103455_1.R1011 
ymt700220824.hl 

280220 

103464^1. RlOll 

uC-zmflb73022b09bl 

BLASTX 

gl203832 

226 

2.0e-18 

65 

63 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

280221 

103476_1.R1011 

uC-zmflb73022cl0bl 

BLASTX 

g2827039 

592 

2.0e-61 

155 

75 

(AF008444) chloroplast processing enzyme [Arabidopsis 
thaliana] 

280222 

103482_1.R1011 

uC-zmflb73022d04bl 

BLASTX 

g4539404 

532 

8.0e-81 

182 

77 

(AL04 9524) putative protein [Arabidopsis thaliana] 



Seq. No. 



280223 



39078 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



103484_1.R1011 

uC-zmflB73022d06bl 

BLASTX 

g2130038 

250 

3.0e-21 

68 
65 

high affinity nitrate transporter homolog BCHl 
>gi_1680655 (U34198) BCHl [Hordeum vulgare] 

280224 

103494_1.R1011 
uC-2mflb73022e05bl 



barley 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280225 

103503_1.R1011 

uC-zmflb73068b03bl 

BLASTX 

g3367537 

373 

l.Oe-35 

165 

45 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gb__U0004 9. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 
[Arabid 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



280226 

103514_1.R1011 
uC-2mflB73022g01bl 

280227 

103518_1.R1011 
uC-2mflb73022g06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280228 

103529^1. RlOll 

uC-2mflB73022h07bl 

BLASTX 

gl076390 

158 

2.0e-10 

38 
84 

protein phosphatase 2A pDE2 - Arabidopsis thaliana 
>gi_683504_emb_CAA57529_ (X82003) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

280229 

103530_1.R1011 
dyk700104572.hl 



Seq. No. 

Contig ID 



280230 

103533 l.RlOll 



39079 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-2mflb73022hl2bl 

BLASTX 

gl931652 

522 

5.0e-53 

158 
56 

(U95973) phosphatidylinositol-4-phosphate 5-kinase isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280231 

103551_1,R1011 
uC-zmflb73066cl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280232 

103557_1.R1011 

ymt700220802.hl 

BLASTX 

g2501296 

531 

5.0e-54 

236 

46 

DNA GYRASE SQBUNIT B >gi_1652801_db j_BAA17720_ (D90908) DNA 
gyrase B subunit [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280233 

103567_1.R1011 

uC-2mflB73106f07bl 

BLASTX 

g3236259 

201 

3.0e-44 

158 
70 

(AC004684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280234 

103580_1.R1011 

uC-2mflb73217gl0b2 

BLASTX 

g2865175 

331 

8.0e-31 

74 
78 

(AB010945) AtRerlA [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



280235 

103593_1.R1011 

uC-zmflB73025g05b2 

BLASTX 

g3540219 

534 

2.0e-54 
176 



39080 



9; i dentitv 


61 


NPRT np'=^ pri r5l~ i on 

LN J_J _L J_> O w JU ^— ^ 1 1 


(D87686) KIAA0017 protein [Homo sapiens] 


kJ C VJ • LN • 


280236 


Contig ID 


103595 l.RlOll 


5 '-most EST 


uC-zmflb7302 9b06bl 


Method 


BLASTX 


NCBI GI 


g4567301 


BLAST score 


205 


F. v;^ 1 n p 

i_i V CI ^ m w 


3 . Oe-16 


Match Ipnath 

L XU- Iw* \-^X X ^ X-' X X ^ ^ X 1 


114 


S; i dpnt i 1" V 


39 


NCBI Description 


(AC005956) putative protein kinase [Arabidopsis thai 


Sea No 


280237 


Contig ID 


103596 l.RlOll 


5 '-most EST 


uC-zmflmol7 302f 04al 


Method 


BLASTX 


NCBI GI 


g2245136 


BLAST score 


989 


F "^T^ 1 TIP 
Ej V CI -L 


1 . Oe-107 


M;^1"r"h 1 pn^■■^h 


276 


% identity 


72 


NCBI Description 


(Z97344) trehalose-6-phosphate synthase homolog 




TAT'atil cinns 1 s thallanal 

j_ i i J_ X^ -1- k_/ O _U w X 1 LX ^ ^ X X KJL J 


^prr KTn 

O G LJ * LN U » 


U W i — * o 






5 '-most EST 


uC-zmfTB7 3025gl0b2 


O ^ • LN ^ * 


280239 


Contia ID 


103603 1 RlOll 


5 '-most EST 


uC-zmfTB73025h03b2 


Method 


BLASTX 


NCBI GI 


g3096922 


BLAST score 


346 


fT, va 1 np 


1 . Oe-32 


Mp=i1"ph Ipncfth 


136 


& -i Hpn1~ 1 t" V 


57 


NCRT npsrriDtion 


(AL023094) putative protein [Arabidopsis thaliana] 


O tr * L\\J * 


280940 


Contia TO 


103604 1 RlOll 


5 '-most EST 


uC-zmfrB73025h04b2 




BLASTX 


NCBI GI 


a3600048 


BLAST score 


193 


E value 


8.0e-85 


Match Ipnath 


197 


S: T Hon t i t V 


69 


xM\-^D± L-'t; O Oi- J.^ U X wxi 


\r\il \J O Kj 1. iiLkJ ) iD -Liil-L J. a X. \~\J J.i_y^vj ui it; ( LL-dJ. ^i. U c; -LiiO Xii 




Schizosaccharomyces pombe (GB:Z98533) and C. elegans 




(GB:Z48334 and Z78419) [Arabidopsis thaliana] 


Seq, No. 


280241 


Contig ID 


103624 l.RlOll 


5 '-most EST 


uC-zmflB73042b04bl 



39081 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280242 

103625_1.R1011 

xjt700095257,hl 

BLASTX 

g4539404 

703 

2.0e-74 

162 
77 

(AL049524) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280243 

103627_1.R1011 
wty700168408.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280244 

103627_2,R1011 
uC-zmflrriol7015e07bl 



Seq. No. 
Contig ID 
5 ' -most EST 



280245 

103628_1.R1011 
uC-zmflb73232f01bl 



Seq. No. 
Contig ID 
5 '-most EST 



280246 

103642_1.R1011 
uC-zmflB73042cllbl 



Seq. No. 
Contig ID 
5 '-most EST 



280247 

103655_1.R1011 
uC-zmflB73042e02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280248 

103660_1.R1011 

uC-zmflm017025flObl 

BLASTX 

g4454042 

176 

l.Oe-12 

65 
51 

(AL035394) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280249 

103711_1.R1011 
uC-zmflB73043b09bl 



Seq. No. 
Contig ID 
5 '-most EST 



280250 

103712_1.R1011 
uC-zmflB73043bl0bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280251 

103727_1.R1011 

uC-zmflB73043d01bl 

BLASTX 

g4467134 

146 



39082 



iZj V d-L Lie 


4 ♦ Oe-09 






9r "irlcim't~'i"!~\.7" 


91 




\ r\i-i\J O -J O ^ 'J } pi-Ol-tS-Lii J^.XiiClOC! XXJS-t; pxOL-C.Xii j_^J_ dij J. 'J.O'p o -L o 




■f~f*i;=)l 1 3Ti;=il 

UlId-LXCliXCl J 


O fc; *^ • IN L? . 


?ft n? S9 


font" in ID 


103743 1,R1011 


5 1 -TYio«^i~ EST 


uC-zinfrB7304 3e05bl 


Method 


B LASIX 


NCBI GI 


g4115538 


BLAST score 


432 


Hi V C). -L U.C 


1 . Oe-42 


i\ia.LCii Xcllytil 


X O (J 


^ XOcIlLXLy 






^riou X ^ X X vj y uj-yiT y X y Ovjo c ♦ X xd V X V-A y xy o^j o y X L. J. diio i. do t; t". 








O \J i. U J 


Conticf TO 


103747 1 RlOll 


S ^ -mosi" EST 


uC- zmf Tb7 3043e09bl 


Method 


blastn 


NCBI GI 


g3452287 


DXjrlO 1 O^wUXt; 


X O J 


E value 


^ , ue / u 


Match length 


242 


% identity 


93 


LNk^lSX JJfeSoCX ip L X<JI1 


7 ^ Tin i^xTc v£i"t~v"/^"Hv:3T^ oio/^ c?/~m^ TT'/^itt — F TT'O to 2*v~'HtsI i £ST^ ^ 
iitJd ILLdyo X L X U LX dlioptJoUii CUU.XX O XilXN.^ pdXL-XdX ofc;t^U.ciiOo 


o e q . IN o . 




(^oxiLxg XJJ 


XU-J5/03 X , Kx U X X 


3 iuost;- Hjoi 


UO ZIUXXJD / J)U*±JXUODX 




o Q n o c c 


^wUiiLXy XU 


±uo f -L/ / x.rtxuxx 


O most XLiOi 


U.O ZlLlX XU / OUfiJXU / JUX 


Method 


BLASTX 


NCBI GI 


g2655098 




618 


I-j VclXLLt: 


9 np-f^4 


J, id U Oil X^ii^ Uii 


1 fid 
J. u *± 


0 XLicii ux uy 




INODX Utr o OX Xp L XvJIl 


^rirUZOfi 'Zy pcpLXLlfc: LXdilopUXLcX 11 0 X U.C LULL VUXydXcJ 


oecj . iNo * 


Z 0 UZ O D 


Pont -i rr TTi 








Method 


BLASTX 


NCBI GI 


g2244792 


"RT ZVC;T anniTC^ 


ii. u 


E VPi 1 1 1 P 

V Ci -1— Lfl 


1 . Oe-17 


Match length 


74 


% identity 


57 


NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis thaliana] 


Seq, No. 


280257 


Contig ID 


103763_1. RlOll 



39083 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73020e01bl 

BLASTX 

g3600039 

559 

2.0e-57 

175 

59 

(AF080119) 
protein (GB 



similar to Schizosaccharomyces pombe isp4 
D14061) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280258 

103775_1.R1011 
uC-zmflB73043h04bl 



Seq. No. 
Contig ID 
5 '-most EST 



280259 

103777_1.R1011 
uC-zmflB73043h06bl 



Seq. No. 

Contig ID 
5 '-most EST 



280260 

103778_1.R1011 
uC-zmflB73043h09bl 



Seq. No. 
Contig ID 
5 '-most EST 



280261 

103780_1.R1011 
uC-zmflB73043hllbl 



Seq. No. 

Contig ID 
5 '-most EST 



280262 

103781_1.R1011 
uC-zinflB73043hl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



280263 

103837_1.R1011 
uC-zmflB73044fl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280264 

103849_1.R1011 

ymt700221139.hl 

BLASTX 

g2135057 

403 

l.Oe-38 

236 
40 

EBl - human >gi_998357 (U24166) EBl [Homo sapiens] 
280265 

103856_1.R1011 

uC-zmflB73044hllbl 

BLASTX 

g3360291 

822 

l.Oe-92 

183 

93 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 



39084 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280266 

103860_1.R1011 
uC-zmflmol7022allbl 

280267 

103863_1.R1011 

ymt700221360.hl 

BLASTX 

g4263791 

336 

l.Oe-44 

284 
42 

(AC006068) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



280268 

103883_1.R1011 

uC-zmflB73045c05bl 

BLASTX 

gl946355 

311 

l.Oe-37 

189 

44 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

280269 

103889_1.R1011 
uC-zmflB73045cllbl 

280270 

103892_1.R1011 

ypc700803733.hl 

BLASTX 

g3176714 

1267 

l.Oe-140 

339 

73 . . 

(AC002392) putative tRNA-splicing endonuclease positive 

effector [Arabidopsis thaliana] 
280271 

103894_1.R1011 

uC-zmflB73045d04bl 

BLASTX 

g4467126 

350 

l.Oe-45 

179 

56 

(AL035538) guanine nucleotide-exchange protem-like 
[Arabidopsis thaliana] 



39085 



# 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280272 

103895__1.R1011 

rvt700550861.hl 

BLASTX 

g4544390 

928 

l.Oe-100 

324 
57 

(AC007047) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280273 

103904_1.R1011 
uC-zmflb73080ellb2 



Seq. No. 

Contig ID 
5 '-most EST 



280274 

103906_1.R1011 
uC-zmflB73045e06bl 



Seq. No. 
Contig ID 
5 '-most EST 



280275 

103946_1.R1011 
uC-2mflB73046a02bl 



Seq. No. 

Contig ID 
5 '-most EST 



280276 

103948_1.R1011 
xyt700344049.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280277 

103954_2.R1011 

xyt700347203.hl 

BLASTX 

g2499226 

193 

9.0e-15 

123 
33 

CMP-SIALIC ACID TRANSPORTER (CMP-SIA-TR) 

>gi_2134 920_pir JC5023 CMP-sialic acid transporter - human 

>gi_1669558_dbj_BAAl3522_ {D87969) CMP-sialic acid 
transporter [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



280278 

103955_1,R1011 
uC-zmflb73263h07bl 



Seq. No. 

Contig ID 
5 '-most EST 



280279 

103956_1.R1011 
uC-zmflB73046b01bl 



Seq. No. 

Contig ID 
5 '-most EST 



280280 

103957_1.R1011 
uC-zmflb73046b02bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



280281 

103961_1.R1011 

xmt700263895.hl 

BLASTX 



39086 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455179 
275 

6,0e-24 

212 

38 

(AL035521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280282 

103962_1.R1011 
uC-zmflraol7021h03bl 



Seq. No. 

Contig ID 
5 '-most EST 



280283 

103967__1.R1011 
uC-ziaflB73046c01bl 



Seq. No, 
Contig ID 
5 '-most EST 



280284 

103968_1.R1011 
uC-zmflb73046c02bl 



Seq. No. 
Contig ID 
5 '-most EST 



280285 

103969_1.R1011 
uC-zmflB7304 6c03bl 



Seq. No. 
Contig ID 
5 '-most EST 



280286 

103974_1.R1011 
uC-zmflB73046c08bl 



Seq. No. 

Contig ID 
5 '-most EST 



280287 

103975_1.R1011 
xmt700260730.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280288 

103991_1.R1011 

uC-zmflb73046e02bl 

BLASTX 

g2244792 

442 

l.Oe-43 

129 

66 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280289 

103995_1.R1011 
uC-zmflb73181d03b2 



Seq. No, 

Contig ID 
5 '-most EST 



280290 

104001_1.R1011 
uC-zmflb73046f01bl 



Seq. No, 

Contig ID 
5 '-most EST 



280291 

104002_1.R1011 
nbm700473457.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280292 

104014_1.R1011 
uC-zmflB73046g04bl 



39087 



Seq. No. 
Contig ID 
5 '-most EST 



280293 

104020_1.R1011 
uC-zmflb73165bl0b2 



Seq, No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



280294 

104025_1.R1011 

uC-zmflb73028gllbl 

BLASTX 

g2462659 

282 

7.0e-25 

213 

33 

(X93208) NRD2 convertase [Rattus sp.] 
280295 

104031_1.R1011 
uC-zmflB73046hl2bl 

280296 

104032_1.R1011 

uC-zmflb73174g09bl 

BLASTX 

g3327868 

352 

3.Ge-33 

108 
64 

(AB012912) COPl-Interacting Protein 7 (CIP7) [Arabidopsis 
thaliana] 

280297 

104049_1,R1011 
uC-zmflb73047b06bl 



Seq. No. 

Contig ID 
5 '-most EST 



280298 

104051_1.R1011 
uC-zmflB73047b08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280299 

104053_1.R1011 

uC-zmflmol7129c08bl 

BLASTX 

gl652704 

389 

3.0e-37 

288 
33 

(D90907) hypothetical protein [Synechocystis sp. 
280300 

104059_1.R1011 

uC-zmflB73047c05bl 

BLASTX 

g4038056 

239 



39088 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



4.0e-20 

122 

41 

(AC0058 97) putative transposon [Arabidopsis thaliana] 
280301 

104060_1.R1011 
uC-zmflb73047c06bl 



Seq. No. 
Contig ID 
5 '-most EST 



280302 

104068__1.R1011 
xjt700095112.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280303 

104076_1.R1011 
uC-zmflB73047e02bl 



Seq. No. 
Contig ID 
5 '-most EST 



280304 

104099_1.R1011 
tfd700573732.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



280305 

104106_1.R1011 

ceu700423808.hl 

BLASTX 

g4567225 

203 

l.Oe-15 

58 
69 

(AC007119) unknown protein [Arabidopsis thaliana] 
280306 

104107_1.R1011 

uC-zmflb73047h01bl 

BLASTX 

g4220481 

201 

l.Oe-15 

106 
45 

{AC006069) unknown protein [Arabidopsis thaliana] 
280307 

104113_1.R1011 
uC-zmflB73047h07bl 



Seq. No. 
Contig ID 
5 '-most EST 



280308 

104116_1.R1011 
wyr700244181.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280309 

104121_1.R1011 
uC-zmflB7 3106a03bl 



Seq. No. 
Contig ID 



280310 

104127 l.RlOll 



39089 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflB73106allbl 

BLASTX 

g3036797 

303 

3.0e-27 

208 

42 

(AL022373) hypothetical protein [Arabidopsis thaliana] 
>gi_3805859_emb_CAA21479_ {AL031986) hypothetical protein 
[Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



280311 

104127^2. RlOll 
yTat700218727.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280312 

104128_1.R1011 

uwc700150877.hl 

BLASTX 

g401621 

190 

3.0e-14 

134 

38 

HYPOTHETICAL 20.4 KD PROTEIN IN TNAB-BGLB INTERGENIC REGION 
>gi_290561 (L10328) ol88 [Escherichia coli] >gi_1790149 
(AE000448) orf, hypothetical protein [Escherichia coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280313 

104148_1.R1011 

uC-zmflB73106c09bl 

BLASTX 

g2388565 

347 

l.Oe-32 

172 

44 

(AC000098) Similar to Prunus pectinesterase (gb_X95991] 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280314 

104150_1.R1011 
uC-zmflB73106cl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



280315 

104159_1.R1011 
uC-zmflB73106dl0bl 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



280316 

104165_1.R1011 

pmx700084694.hl 

BLASTX 

g2244834 

431 

2.0e-42 

135 

61 



39090 



NCBI Description {Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280317 

104169_1.R1011 

uC-zmflraol7 07 8ellbl 

BLASTX 

g3831440 

980 

l.Oe-106 

308 
64 

{AC005819) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_441594 6_gb_AAD2017 6_ {AC006418) putative cytochrome 
P450 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280318 

104170_1.R1011 
uC-zmflB73106el0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280319 

104180_1.R1011 

ymt700223234.hl 

BLASTX 

g4582489 

286 

l.Oe-25 

111 

55 

(AL0217 68) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280320 

104185_1.R1011 

rvt700549919,hl 

BLASTX 

g4455240 

209 

2.0e-16 

56 
75 

(AL035523) putative protein [Arabidopsis thaliana] 
280321 

104189_1.R1011 

uC-zmflmol7248dl0bl 

BLASTX 

gl36140 

224 

3.0e-18 

204 

35 

PUTATIVE AC9 TRANSPOSASE >gi_7 2 97 3_pir TQZMCA probable 

transposase - maize transposon Ac9 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



280322 

104190_1.R1011 

uC-zmflB73106g07bl 

BLASTX 



39091 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g487006 
426 

3.0e-57 

155 
76 

protoporphyrin IX magnesium chelatase - garden snapdragon 
>gi_312129_emb_CAA51664_ (X73144) protoporphyrin IX:Mg 
Chelatase [Antirrhinum ma jus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280323 

104192^1. RlOll 

ymt700223904.hl 

BLASTX 

g4204912 

642 

2.0e-70 

188 

70 

(U58918) MEK kinase [Arabidopsis thaliana] 
280324 

104217_1.R1011 
uC-zmflB73107bl2b2 

280325 

104251_2.R1011 

uC-zmflB73107g01b2 

BLASTX 

g3283051 

155 

3.0e-10 

91 
36 

(AF053977) cell division cycle protein 23 [Homo sapiensj 
>gi_4519431_dbj_BAA75628.1_ (AB011472) CDC23 [Homo sapiens] 

280326 

104279_1.R1011 
uC-zmflB73108bl0b2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280327 

104282_1.R1011 
nbm700473504.hl 

280328 

104283_1.R1011 

uC-zmflB73108c09b2 

BLASTX 

g4539296 

499 

3.0e-50 

150 
59 

(AL049480) putative pathogenesis-related protein 
[Arabidopsis thaliana] 



Seq. No. 



280329 



39092 



Contig ID 104290_1 . RlOll 

5 '-most EST uC-zmf lB73108dl2b2 

Method BLASTX 

NCBI GI gl345132 

BLAST score 2 92 

E value 4.0e-26 

Match length 128 

% identity 47 

NCBI Description (U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi__3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

Seq. No. 280330 

Contig ID 104304_1 . RlOll 

5 '-most EST uC-zmf lB73108gllb2 

Seq. No. 280331 

Contig ID 104305_1 .RlOll 

5 '-most EST uC-zmf lB73108gl2b2 

Seq. No. 280332 

Contig ID 104311_1 . RlOll 

5 '-most EST pmx70008 6380 . hi 

Method BLASTX 

NCBI GI g4567201 

BLAST score 607 

E value 4.0e-73 

Match length 200 

% identity 74 ^.^ • 

NCBI Description (AC007168) putative aspartate aminotransferase [Arabidopsis 

thaliana] 

Seq. No. 280333 

Contig ID 104336_1 . RlOll 

5'-most EST ntr700072366 . hi 

Method BLASTX 

NCBI GI g4468980 

BLAST score 822 

E value 4.0e-88 

Match length 202 

% identity 71 

NCBI Description (AL035605) f ormamidase-like protein [Arabidopsis thaliana] 

Seq. No. 280334 

Contig ID 104336_2 . RlOll 

5 '-most EST pmx700087173 . hi 

Method BLASTX 

NCBI GI g4468980 

BLAST score 234 

E value 3.0e-19 

Match length 47 

% identity 83 . 

NCBI Description (AL035605) f ormamidase-like protein [Arabidopsis thaliana] 

Seq. No. 280335 

Contig ID 104355__1 . RlOll 



39093 



5 '-most EST 



uC-zmflB73111hl0b2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280336 

104366_1.R1011 
uC-zmflB73112b01b2 

280337 

104378_1.R1011 
afb700381136.hl 

280338 

104381_1.R1011 

xjt700093375.hl 

BLASTX 

g3183989 

334 

5,0e-31 

137 
48 

(AJ005172) P69E protein [Lycopersicon esculentum] 
280339 

104384_1.R1011 

uC-zmflB73112d04b2 

BLASTX 

g4490316 

227 

7.0e-35 

138 
56 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
280340 

104400_1.R1011 

uC-zmflb73062fl0bl 

BLASTX 

g4138912 

311 

2.0e-28 

93 

60 

(AF059487) expansin precursor [Lycopersicon esculentum] 
280341 

104403^1. RlOll 
uC-zmflB73112f08b2 

280342 

104428^1. RlOll 
xsy700214390.hl 

280343 

104437_1.R1011 

uC-zmflmol7015h01bl 

BLASTX 

g3342249 

218 



39094 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



5.0e-19 

73 

62 

{AF047719) GA3 [Arabidopsis thaliana] >gi_3342251 
(AF047720) GA3 [Arabidopsis thaliana] 

280344 

104464_1.R1011 

uer700582101.hl 

BLASTX 

g2132267 

199 

5.0e-15 

128 

34 

hypothetical protein yPR082c - yeast (Saccharomyces 
cerevisiae) >gi_1230688 {U51033) Weak similarity to 
hypothetical E. coll protein (PIR accession number S47687) 
[Saccharomyces cerevisiae] 

280345 

104464_2.R1011 
uC-zmflB73113fl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 
Contig ID 
5 '-most EST 



280346 

104476_1.R1011 

uC-zmflB73113h08bl 

BLASTX 

g4406808 

619 

2.0e-64 

202 
61 

(AC006201) unknown protein [Arabidopsis thaliana] 
280347 

104487_1.R1011 
uC-zmflmol724 0e09bl 



Seq, No. 
Contig ID 
5 '-most EST 



280348 

104487_4.R1011 
uC-zmflb73200G08bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280349 

104493_1.R1011 

uC-zmflb73001b02bl 

BLASTX 

gll73121 

529 

l.Oe-53 

250 

46 

ATP-DEPENDENT RNA HELICASE ROKl >gi 2131186 pir^ S59649 
ATP-dependent RNA helicase ROKl - yeast (Saccharomyces 
cerevisiae) >gi_607182_emb_CAA8 4384_ (Z34901) ATP-dependent 
RNA helicase [Saccharomyces cerevisiae] 

>gi_971382_emb_CAA59758_ (X85757) putative ATP dependent 



39095 



RNA helicase [Saccharomyces cerevisiae] 
>gi__1322774_emb_CAA96883_ {Z72693) ORF YGL171w 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280350 

104497_1.R1011 
nbm700469259.hl 

280351 

104500_1.R1011 

uC-zmflb73001b09bl 

BLASTX 

g3241946 

314 

9.0e-29 

109 
61 

(AC004625) putative peroxidase [Arabidopsis thaliana] 
280352 

104513_1.R1011 
uC-zmflb73001cl0bl 

280353 

104518_1.R1011 

xmt700266527.hl 

BLASTX 

g4455288 

1051 

l.Oe-115 

276 
75 

(AL035527) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



280354 

104527_1.R1011 
qmh700026280.fl 

280355 

104536_1.R1011 
cat700021408.rl 

280356 

104541_1.R1011 

uC-zmflb73001f04bl 

BLASTX 

g2245070 

172 

6.0e-12 

204 
27 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
280357 

104560_1.R1011 
uC-zmflmol7113g08bl 



39096 



Method 


BLASTX 


NCBI GI 


g4416302 


oLAb i score 


c; Q 


E value 


J . 0e-6y 


Matcn lengtn 


loo 


% identity 


92 


NCBI Description 


(Ae1Ud/1o) copia-type i 


Seq. No. 


o o o o c o 

2803OD 


Contig ID 


lU4ooU Z.RlUll 


C f ^ 4- IT" o m 

o'-most hbi 


uL-zmrlJo /oUUlnulDi 


Method 


BLASTX 


NCBI GI 


g4416302 


BLAST score 


o 

ooo 


E value 


^ . Ue-V U 


Matcn lengtn 




-6 icientxty 




NCBI Description 


(Ariuo/loj copia-type ] 


Seq, No, 


o o n o 

^oU Joy 


contig ID 


1U40DO l.HlUll 


O — KlOSt. hjbi 


uc— zmriD /ouUlnU /di 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 




E value 


1 . Oe-58 


Match length 


203 


% identity 


56 


NCBi Description 


{Z/Uoz4} FDRo-llJce ABC 


Seq. No, 


280360 


Contig ID 


1045/2 l.RlUll 


5 '-most EST 


yyf70034 8 734 .hi 


Metnoa 


BLAb iX 


NCBI GI 


g2829925 


BLAST score 


442 


E value 


6 . Oe-4 4 


Match lengtn 


134 


% identity 


63 


NCBI Description 


(AC002291) Similar to . 




[Arabidopsis thaliana] 


Seq. No. 


280361 


Contig ID 


104577_1.R1011 


5 * -most EST 


uC-zmrlMol7009c04bl 


Seq, No, 


280362 


Contig ID 


104578_1 .RICH 


3 -most J. 


uC-zmtlb / iziOaubbl 


Seq. No, 


280363 


Contig ID 


104589 l.RlOll 


5 '-most EST 


pmx700G83980.hl 


Method 


BLASTX 


NCBI GI 


gl361155 


BLAST score 


229 


E value 


l,0e-18 



39097 



Match length 

% identity 

NCBI Description 



152 
39 

hypothetical protein o215b - Escherichia coli >gi__537235 
(U14003) Kenn Rudd identifies as gpmB [Escherichia coli] 
>gi_1790856 (AE000509) phosphoglyceromutase 2 [Escherichia 
coli] 



Seq. No. 


280364 


Contig ID 


104594_1.R1011 


5* -most EST 


uC-zmflb7 3003c05bl 


Method 


BLASTX 


NCBI GI 


al495259 


BLAST ^core 


251 


E value 


2.0e-21 


Match IpTiCTth 


89 


% H denl" 1 1 v 


52 


NCBI Description 


(X97826) orf04 [Arabidopsis • 


Seq. No. 


280365 


Contig ID 


104627 l.RlOll 


5 '-most EST 


uC-zmrob73005bl0bl 


Seq. No. 


280366 


Contig ID 


104645 l.RlOll 


5 '-most EST 


uC-zmflb73003h04bl 


Method 


BLASTX 


NCBI GI 


gl723275 


BLAST score 


175 


E value 


l.Oe-12 


Match length 


99 


% identity 


35 


NCBI Description 


HYPOTHETICAL 55.6 KD PROTEIN 



>gi_2130223_pir_ 



3F4.15C IN CHROMOSOME I 
_S67390 hypothetical protein - fission 
yeast (Schizosaccharomyces pombe) >gi_34 51294_emb_CAA2042 6 
(AL031322) putative diphthamide biosynthesis protein 
[Schizosaccharomyces pombe] 



Seq. No. 


280367 


Contig ID 


104649 l.RlOll 


5 '-most EST 


uC-zmflb73242g01b2 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


182 


E value 


2.0e-13 


Match length 


66 


% identity 


56 


NCBI Description 


(AC002387) putative 


Seq. No. 


280368 


Contig ID 


104661 l.RlOll 


5 '-most EST 


uC-zmflb73008bl2bl 


Method 


BLASTX 


NCBI GI 


g3063448 


BLAST score 


290 


E value 


2.0e-31 


Match length 


151 


% identity 


51 



39098 



NCBI Description 



(AC003981) F22O13.10 [Arabidopsis thaliana] 





^ <j yj Z> 


c^ontig X.U 


1U40/U l.KxUll 


o most! jijo 1 


U\> zmriD / ov^^zuyDx 


O C L£ , (J » 


^ o w o / w 


Contig ID 


104680 l.RlOll 


5^ -most EST 


uC-2mflMol7065fllbl 


Method 


■DT a QfTY 




gooouvj 


BLAST score 


201 


E value 


3.0e-15 


riaT-.Cii ±enyi^n 


1 no 


% identity 




NCBI Description 


{AC005396) putative 


beq . INO . 


z 0 uo / 1 


contig lu 


lU4byo i.KiUll 


0 -ItlOS L bb 1 


nur /uuu /Z4oJ. nz 


beg . NO . 


9 p AQ79 


contig lu 


1U4/IJO l.KlUll 


0 -most bb i 


uL,— zmrXD / juuoru4Di 


beg. NO. 






1 (1471 4 1 R1 01 1 


5 » -most EST 


uC-2mfTb73008fl2bl 


Method 


BLASTX 


NCBI GI 


g4467126 


BLAST score 


464 


E value 


5.0e-46 


Match length 


242 


% identity 


38 


NCBI Description 


(AL035538) guanine 



Seq. No, 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
280374 

104714__2.R1011 
uC-2mroteosintel04g06b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280375 

104734_1.R1011 

fC-2mfl700355830fl 

BLASTX 

g2723471 

697 

l.Oe-73 

186 

68 

(D87819) sucrose transporter [Oryza sativa] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



280376 

104736_1.R1011 

uC-2mflmol7335gl0bl 

BLASTX 

g2920587 



39099 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



211 

2.0e-24 

233 
36 

(AF038362) TBP-associated 
>g i_2 9 9 5 1 3 6_erab_CAA0 4 4 7 5_ 
sapiens] 



factor 172 
(AJ001017) 



[Homo sapiens] 
TAFII170 [Homo 



280377 

104742_1.R1011 

uC-zmflb73011a07bl 

BLASTX 

g3334349 

624 

5.0e-65 

153 

74 

GLYCYL-TRNA SYNTHETASE ( GLYCINE— TRNA LIGASE) (GLYRS) 
>gi_2564215_emb_CAA05162_ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 

280378 

104749_1.R1011 

uC-zmflb73011b02bl 

BLASTX 

g4091117 

478 

7.0e-48 

127 
69 

(AF047428) nucleic acid binding protein [Oryza sativa] 
280379 

104751_1.R1011 

uC- zmf Imol 7 1 0 9d0 Ibl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



280380 

104771_1.R1011 

uC-zmflmol7 054d05bl 

BLASTX 

gl706186 

661 

9.0e-69 

435 

35 

HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) 
(CATl) (SYSTEM Y+ BASIC AMINO ACID TRANSPORTER) (ECOTROPIC 
RETROVIRAL LEUKEMIA RECEPTOR) (ERR) (ECOTROPIC RETROVIRUS 

RECEPTOR) >gi_110721_pir ^A32742 murine ecotropic 

retrovirus receptor protein - mouse >gi_532612 (M26687) 
ecotropic retrovirus receptor [Mus musculus] 

280381 

104773__1.R1011 
fdz701160602.hl 
BLASTX 
g2632252 



39100 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



584 

3.0e-60 

125 

93 

{yi2464) 



serine/threonine kinase [Sorghum bicolor] 



280382 

104780_1.R1011 

wen700331966.hl 

BLASTX 

g4544386 

501 

2.0e-50 

249 
44 

(AC007047) putative cell division control protexn 
[Arabidopsis thaliana] 

280383 

104787_1.R1011 
wty700170623.hl 

280384 

104789_1.R1011 
uC-zmflb73011e09bl 

280385 

104789_2.Ri011 

uC-zmflb73141d05bl 

BLASTX 

g3080417 

227 

2.0e-18 

63 
75 

(AL022604) putative protein [Arabidopsis thaliana] 
280386 

104795_1.R1011 
uC-zmflb73196d04a2 

280387 

104795_2.R1011 
uC-zmflb73011f04bl 

280388 

104797_1.R1011 
uC-zmflb73011f06bl 

280389 

104802_2.R1011 
wyr700242342.hl 

280390 

104811_1.R1011 
uC-zmflb73011g09bl 



39101 



Seq. No. 

Contig ID 
5 '-most EST 



280391 

104813_1.R1011 
rvt700550814,hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280392 

104839_1.R1011 
xmt700264410.hl 

280393 

104843__1.R1011 

wen700334091.hl 

BLASTX 

g3882151 

303 

2.0e-27 

164 
34 

(AB018258) KIAA0715 protein [Homo sapiens] 
280394 

104849_1.R1011 

uC-zmflb73012c01bl 

BLASTX 

g4585972 

746 

2.0e-79 

174 

80 

(AC005287) Putative ATPase [Arabidopsis thaliana] 
280395 

104863_1.R1011 

uC-zmflb73012d06bl 

BLASTX 

g4220527 

426 

8.0e-50 

133 

66 

(AL035356) putative protein [Arabidopsis thaliana] 
280396 

104867_1.R1011 

uC-zmflb7 3012dl0bl 

BLASTX 

gll68518 

634 

2.0e-66 

148 
76 

APURINIC ENDONUCLEASE-REDOX PROTEIN ( DNA- (APURINIC OR 
APYRIMIDINIC SITE) LYASE) >gi_4728 69_emb_CAA54234_ (X76912) 
ARP protein [Arabidopsis thaliana] 

280397 

104878__1.R1011 
uC-zmflb73012el0bl 



39102 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280398 

104883_1.R1011 

uC-zitiflb73012f03bl 

BLASTX 

g2252840 

365 

7.0e-36 

145 

54 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 
5 '-most EST 



280399 

104884^1. RICH 
fC-2mstl700334279al 



Seq. No. 

Contig ID 
5 '-most EST 



280400 

104909_1.R1011 
ypc700806607.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280401 

104929__1.R1011 
uC-zmflb73013b03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI >^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280402 

104931_1.R1011 

pmx700083601.hl 

BLASTX 

g3176660 

388 

2.0e-37 

122 
58 

(AC004393) Similar to ERECTA receptor protein kinase 
gb_U47029 from A. thaiiana. [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 
5 '-most EST 



280403 

104935_1.R1011 
uC-zmflb73013b09bl 



Seq. No. 

Contig ID 
5 '-most EST 



280404 

104950_1.R1011 
uwc700155805.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280405 

104953_1.R1011 

uC-2mflb73060g08bl 

BLASTX 

g4262186 

1484 

l.Oe-167 

358 
82 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaiiana] 



39103 



Seq. No. 

Contig ID 
5 '-most EST 



280406 

105022_1.R1011 
uC-2inflb73014bl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

MCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



280407 

105031_1.R1011 

fwa700100605.hl 

BLASTX 

gl769897 

266 

3,0e-23 

136 

37 

(Y08010) lectin receptor kinase [Arabidopsis thaliana] 



280408 

105034__1.R1011 

uC-zmflb73014d01bl 

BLASTX 

g3478637 

285 

3.0e-25 

163 
37 

(AC005546) R29425 1 



[Homo sapiens] 



280409 

105041_1.R1011 
uC-zmflb73014d08bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280410 

105044_1.R1011 
ymt700219551.hl 

280411 

105045_1.R1011 

uC-zmflb73014e01bl 

BLASTX 

g3738310 

427 

6.0e-42 

167 
49 

(AC005309) putative nuclear protein [Arabidopsis thaliana] 
280412 

105080_1.R1011 

uC-zmflb73014h02bl 

BLASTX 

g2832625 

494 

7.0e-50 

153 
58 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 



280413 



39104 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105095_1.R1011 

xmt700261282,hl 

BLASTX 

g3355486 

351 

6,0e-33 

156 

49 

(AC004218) unknown protein [Arabidopsis thaliana] 
280414 

105103_1.R1011 

uC-zmflmol7019b07al 

BLASTX 

g461999 

687 

l.Oe-105 

241 

77 

ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 



Seq. No. 
Contig ID 
5 '-most EST 



280415 

105104_1.R1011 
uC-zmflb73159e01b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280416 

105107_1.R1011 

uC-zmflb73015b08bl 

BLASTX 

g4006856 

212 

8,0e-22 

147 

46 

(Z99707) receptor kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280417 

105115_1.R1011 

uC-zmflmol7013c01bl 

BLASTX 

g2443329 

535 

3.0e-54 

360 
39 

(D86122) Mei2-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280418 

105117__1.R1011 
uwc700154689.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280419 

105128_1.R1011 
uC-zmflb73015d08bl 



Seq. No, 



280420 



39105 



II 



Contig ID 


105130_1.R1011 


) _m/->i?'-)- 17 C 

3 — IUOSl EjO L 


zmrxiTioi / zo / cuodi 


Seq. No. 


280421 


Contig ID 


105149_1.R1011 


D — ITLOSTI EjOi 


zmr XD / 1 0 r u ^dj. 


Seq. No. 


280422 


Contig ID 


105151_1.R1011 


D -most iijoi 


uu zmroD / juozguoai 


Seq. No. 


280423 


Contig ID 


105151_2.R1011 


0 most JCjOi 


xiiit / uuZO'ijUD.ni 


Seq. No. 


280424 


Contig ID 


105153_1.R1011 


o — inosu hibi 




Seq. No. 


280425 


Contig ID 


105164_1.R1011 


o -most ho i 


cyK /uuuoiooo.ri 


Seq. No. 


280426 


Contig ID 


105171_1.R1011 


o'-most EST 


ayK /UUlUzbbz.hl 


Seq. No. 


280427 


Contig ID 


105180_1.R1011 


5 ' -most EST 


uC-zmrlD / JUlbaUyal 


Seq. No. 


280428 


Contig ID 


105185 l.RlOll 


5 * -most EST 


uC-zmilD 73016b02bl 


Seq. No. 


280429 


tv^ontig ID 


lUoloy i.KxUll 


o -most ho 1 


uL— zmrXD / JUibJou /ox 






NCBI GI 


g4557060 


BLAST score 


591 


E value 


4.0e-61 


Match length 


223 


% identity 


55 


NCBI Description 


(AC007154) putative 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



partial [Arabidopsis thaliana] 
280430 

105190_1,R1011 

uC-zmflb73016b08bl 

BLASTX 

g2827139 

332 

7.0e-31 

90 

64 

(AF027172) cellulose synthase catalytic subunit 



39106 



[Arabidopsis thaliana] >gi_404 9343_eirib_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSWl) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280431 

105198_1.R1011 
bdu700383049.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280432 

105209_1.R1011 
xmt700259228,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280433 

105210_1.R1011 

uC-zmflmol7073b02bl 

BLASTX 

g36B8181 

220 

l.Oe-17 

52 
81 

(AL031804) putative protein (fragment) [Arabidopsis 
thaliana] 

280434 

105212_1.R1011 
uC-zmflb73016e03bl 



Seq. No. 

Contig ID 
5 '-most EST 



280435 

105214_1.R1011 
uC-zmflb73016e05bl 



Seq. No. 
Contig ID 
5 '-most EST 



280436 

105217_1.R1011 
uC-zmflb73016e08bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280437 

105221_1.R1011 

t2u700202313.hl 

BLASTX 

g3204108 

348 

l.Oe-32 

160 
47 

(AJ006764) putative deoxycytidylate deaminase [Cicer 
arietinum] 



Seq. No. 
Contig ID 
5 '-most EST 



280438 

105232_1.R1011 
uC-zmflb73097h06bl 



Seq. No. 

Contig ID 
5 '-most EST 



280439 

105248_1.R1011 
uC-zmflb73017a01bl 



Seq. No. 



280440 



39107 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105251_3.R1011 

rvt700553064.hl 

BLASTX 

g2494266 

366 

3.0e-35 

93 

76 

GTP-BINDING PROTEIN LEPA >gi_1653961__dbj_BAA18871_ 
LepA [Synechocystis sp.] 



{D90917) 



280441 

105261_1.R1011 

uC-zmflb73017b06bl 

BLASTX 

g3402690 

354 

8.0e-34 

94 

68 

(AC004697) hypothetical protein, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



280442 

105273_1.R1011 

rvt700551914.hl 

BLASTX 

g3776559 

833 

l.Oe-89 
187 

82 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAG 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

280443 

105275_1.R1011 

uC-zmflb73017cllbl 

BLASTX 

g4140710 

253 

l.Oe-21 

90 

56 

(AF109926) rad21 mitotic cohesin [Drosophila melanogaster] 
280444 

105322_1.R1011 
uC-zmflmol7307g01bl 

280445 

105325_1.R1011 

uC-zmflb73017h09bl 

BLASTX 

g2498329 



39108 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



619 

l.Oe-64 

136 

89 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 {U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 


280446 


Contig ID 


105328 l.RlOll 


5 ' -most EST 


uC-zmflb73017hl2bl 


Method 


BLASTX 


NCBI GI 


g2580440 


BLAST score 


330 


E value 


3.0e-52 


Match length 


166 


% identity 


73 


NCBI Description 


{D87261) PCF2 [Oryza sativa] 


Sea No 


280447 


Pontla ID 


105331 l.RlOll 


5 '-most EST 


uC-zmfIb73018a05bl 


Sea No 


280448 


Contig ID 


105335 l.RlOll 


5 ' -most EST 


uC- zmf lb7 3018a09bl 


Seq. No. 


280449 


Contig ID 


105339 l.RlOll 


5 '-most EST 


uC-zmrob7307 8b08bl 


Method 


BLASTX 


NCBI GI 


g3046815 


BLAST score 


348 


E value 


l.Oe-32 


Match length 


77 


% identity 


82 


NCBI Description 


(AL021687) cytochrome P450 [ 


Seq. No. 


280450 


Contig ID 


105350 l.RlOll 


5 '-most EST 


zla700380558.hl 


Seq. No. 


280451 


Contig ID 


105359 l.RlOll 


5 '-most EST 


uC-zmflb73018cllbl 


Method 


BLASTX 


NCBI GI 


g3688598 


BLAST score 


380 


E value 


2.0e-36 


Match length 


113 


% identity 


59 


NCBI Description 


(AB009029) Cycloartenol Synt 



39109 



II 



Seq. No. 


280452 


ContiLg iu 


IUoJDO J..K1U11 


5 '-most EST 


, X. n n r\ o o o o ki 

ymt /u{j/>dv^Zb .ni 


Seq. No. 


o Q n /I c 


Lontxg lu 


lUO-joU l.KlUll 


o —most: boi 


uL,— zmrrD /ouioeuoDi 


beq. NO. 


Z 0 U 4 D 


v^ontLig lu 


lUDooO l.KlUli, 


0 —most, iijo i 


nt:r / uuu / J4oo . ni 


Method 


b-LAo i A 


NCBI GI 


g2347207 


BLAST score 


420 


Hj Va.xue 


^ • ^ J. 


Matcn lengtn 


X bU 


^ luentity 




NCBI Description 


(ACUUzooo) APG protein 




>gi 01DU4UU tAUUU4lD0) 




[Arabidopsis thaliana] 


Seq. No. 


Zo U 41 00 


/— » ,1 ' _ "rr\ 

Contxg ID 


luoiyz l.RlOll 


5 '-most EST 


uC-2mflb73018f09bl 


Method 


BLASTN 


NCBI GI 


^ Q n /) T c; 

gjy4 / jj 


BLAST score 


4 0 


E value 


8.0e-13 


Match length 


48 


% identity 


y b 


NCBI Description 


Rice lipl9 mRNA for bai 


Seq. No. 


O O yi C /~ 

2a04o6 


(^ontiig ID 


iUooyo l.KlUll 


5 -most EST 


uG-zmtlJo /oUlorlUDl 


beq. NO. 


9 Q n /I c 7 
Z 0 U 4 D / 


Lontig ID 


LUDoyO Z.KlLJll 


5 '-most EST 


fwa700097180.hl 


Method 


BLASTX 


NLBl Gi 


gz JsiolUo 


BLAST score 


367 


E value 


4 . Oe-35 


Match length 


yo 


% identity 


/ Z 


NCBI Description 


(AGUUZooy) putative isi 


Seq. No. 


Zo U4C)o 


r^j^y-\+- -1 rr TP) 

L/Oni-ig ±u 


1 AR'^QQ 1 PI m 1 


5 '-most EST 


uC-2mfTb73018g04bl 


Method 


BLASTX 


NCBI GI 


g2827705 


BLAST score 


154 


E value 


6.0e-10 


Match length 


136 


% identity 


28 



39110 



® 



NCBI Description (AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 


280459 


Contig ID 


105400_1.R1011 


5 -most EST 


gwl /UUDlolol . nl 


Method 


BLASTX 


NCBI GI 


g2104455 


BLAST score 


269 


E value 


5.0e-23 


Match length 


268 


% identity 


33 


NCBI Description 


(Z95397) unknown [Schizosaccharomyces pombe] 


Seq. No. 


280460 


Contig ID 


105409 l.RlOll 


5* -most EST 


uC-zmflmol7240e02bl 


Method 


BLAbiX 


NCBI GI 


g719291 


BLAST score 


1215 


E value 


l.Oe-134 


Match length 


378 


% identity 


65 


NCBI Description 


(U19134) unknown [Arabidopsis thaliana] 




>gi 1095007_prf 2107236A SABRE gene [Arabidop. 


Seq. No. 


280461 


Contig ID 


105437 l.RlOll 


5 '-most EST 


uC-zmflb73019b08bl 


Seq. No. 


280462 


Contig ID 


105444_1.R1011 


5 '-most EST 


yyr /uUo4o/uo.ni 


Method 


BLASTX 


NCBI GI 


g3063710 


BLAST score 


250 


E value 


5.0e-21 


Match length 


133 


% identity 


44 


NCBI Description 


(AL022537) putative protein [Arabidopsis thali 


Seq, No. 


280463 


Contig ID 


105457 l.RlOll 


5 '-most EST 


uC-zmflb73019d07bl 


Method 


BLASTX 


NCBI GI 


g4115938 


BLAST score 


446 


E value 


3.0e-44 


Match length 


148 


% identity 


64 


NCBI Description 


(AF118223) contains similarity several bacteri 



Seq. No, 
Contig ID 
5 '-most EST 



glutathione-regulated potassium efflux system proteins 
[Arabidopsis thaliana] 

280464 

105458_1.R1011 

uC- zmf Imo 17041b05bl 



39111 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



280465 

105469_1,R1011 
uC-zmflb73019e09bl 

280466 

105471_1.R1011 

pmx700091085.hl 

BLASTX 

g2317910 

217 

l.Oe-27 

140 
49 

(U89959) CERl protein [Arabidopsis thaliana] 
280467 

105480_1.R1011 

uC- zmf Imo 17113b09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



280468 

105480_2.R1011 
gct701178338.hl 

280469 

105480_3.R1011 
uC-zmflb73019f09bl 

280470 

105490_1.R1011 

uC-zmflb73019g07bl 

BLASTX 

g4321799 

443 

9.0e-44 

185 
48 

(AF062387) TAP2 protein [Xenopus laevis] 
280471 

105492_1.R1011 
uC-zmflb73019g09bl 

280472 

105493_1.R1011 

uC-zmflb73019gl0bl 

BLASTX 

g4519671 

303 

2.0e-27 

135 

47 

(AB017693) transfactor [Nicotiana tabacum] 
280473 

105509_1.R1011 

uC-zmflmol7073h01bl 

BLASTX 



39112 




NCBI GI 


gl091678 




274 






Match length 


203 


% identity 


35 




d.CU.Xvd.LOX XXjSuC L X ailopUoa.JJXc cXciUcIiL [ iryiiilX otr U Uill y XdUOUXil j 


Seq. No, 


280474 


Contig ID 


105509__2.R1011 






O cr Lj[ * IN ♦ 


O U 'I / J 




X U J J O / X * I\X U X X 




n r- 7Tn f Th7 n ? n d 0 "^h 1 


o e q . ln o . 


Z 0 U 1 / O 




xu^^'ix x.r\xuxx 




U.^^ ZiiLiX Xl'lvJ X / UUI?ClUUJ^X 




PT. 21 CITY 


NCBI GI 


g627468 


BLAST score 


572 


E va.lu.e 


0 • ue 3 ^ 






% identity 


49 


NCBI Description 


hypothetical protein 1 - human >gi_285 983_dbj_BAA02799_ 




\uxoo^o; i\xHjB.uuxu Lnoitio sapiens J 


Seq. No. 


280477 


Contig ID 


105543_1.R1011 


D mosL Jcjoi 


uu zinx xmu i / z u y e u lo x 


beq, wo. 


9 ft Pi /I T ft 


uonxiig xu 


XU0D40 l.KxUlX 


0 mo SI- £jo 1 


nP— '7TT)-FTHT^ri9 HHI 9^1 
ZUIXXD /^UZUUXZDX 


beq. NO. 


9 Q n y1 *7 Q 


r^r\T\+- •\ rt TP) 


XUOOOX X*I\XUXX 


nJ iLitJo l. HiO J. 


n r- T'TTi f ThT n 9 n n 7 h 1 


Method 


BLASTX 


NCBI GI 


g3618308 


£31j/i.Ol oCC?-Lfc? 


O O J? 


E value 


y . ue oz 


Match length 


104 


% identity 


64 


"NT T" £^ c:* "K* 1 ^ 1 "n 

LNuox ues ciripL.ion 


^/iouu X C3 o z ji zxnc xxnge-ii protexn L^ryza SaLxvaj 


Seq. No. 


280480 


Contig ID 


105565_1.R1011 


0 ~IIlOSU rjb i 


nom / UU4 / oi4i.ni 


beq. NO. 


Zo (J4 0 1 


Contig ID 


105580 l.RlOll 


5 '-most EST 


uC-zmflb73040d01bl 


Seq. No. 


280482 


Contig ID 


105586 l.RlOll 


5 '-most EST 


uC-zmflb73020h09bl 



39113 



Seq. No, 
Contig ID 
5 '-most EST 



280483 

105629_1.R1011 
uC-zmflb73022d07bl 



Seq. No. 

Contig ID 
5 '-most EST 



280484 

105686_1.R1Q11 
uC-zmflb73026a08bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280485 

105687__1.R1011 
uC-zmflb73026a09bl 

280486 

105692_1.R1011 

uC-zmf Imol 7 1 32 gO 9bl 

BLASTX 

g3641837 

427 

5,0e-42 

103 

82 

(AL023094) Nonciathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 
5 '-most EST 



280487 

105696_1.R1011 

uC-zmflb73026b07bl 

BLASTX 

g2137490 

490 

3,0e-4 9 

252 
44 

lymphocyte specific helicase - mouse >gi__805296 (U25691) 
lymphocyte specific helicase [Mus musculus] 

280488 

105701_1.R1011 
uC-zmflb73026bl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 



280489 

105717_1.R1011 

uC-zmflb73317d01bl 

BLASTX 

g2160164 

186 

l.Oe-13 

71 
52 

iACOQ0132) No definition line found [Arabidopsis thaliana] 
280490 

105724_1.R1011 
uC-zmflb73026e02bl 



Seq. No. 



280491 



39114 



Contig ID 


105726 l.RlOll 


5 '-most EST 


uC-zmflmol7307ellbl 


Seq. No. 


280492 


Contig ID 


105729 l.RlOll 


5 '-most EST 


wyr700241260.hl 


Method 


BLASTX 


NCBI GI 


g^i hl d o y O o 


BLAST score 


255 


E value 


6.0e-22 


Match length 


146 


% identity 


39 


NCBI Description 


(AL035605) putative 


Seq. No. 


280493 


Contig ID 


105744 l.RlOll 


5 '-most EST 


uC-zmflb73026fl0bl 


Method 


BLASTX 


NCBI GI 


go XO ± -L O 


BLAST score 


414 


E value 


5,0e-53 


Match length 


211 


% identity 




NCBI Description 


(AF081201) villin 1 


Seq. No. 


280494 


Contig ID 


105746 l.RlOll 


5 '-most EST 


uC-zmflmol7266al2bl 


Seq. No. 


280495 


Contig ID 


105752 l.RlOll 


5 '-most EST 


uC-zmflb73026g08bl 


Method 


BLASTX 


NCBI GI 


g44Uooiy 


BLAST score 


387 


E value 


3.0e-46 


Match length 


225 


% identity 


49 


NCBI Description 


(ACO 0 6201) unknown 


Seq. No. 


280496 


Contig ID 


105759 l.RlOll 


5 '-most EST 


uC-zmflmol7 020dl2bl 


Method 


BLASTX 


NCBI GI 


g4646203 


BLAST score 


zo / 


E value 


5.0e-23 


Match length 


173 


% identity 


37 


NCBI Description 


(AC007230) Belongs 


family. [Arabidopsi 


Seq. No. 


280497 


Contig ID 


105766 l.RlOll 


5 '-most EST 


uC-2mflb73284a01bl 



[Arabidopsis thaliana] 



Seq. No, 



280498 



39115 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105770_1.R1011 

xyt700346657.hl 

BLASTX 

g3805842 

253 

l.Oe-21 

102 
57 

(AL031986) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280499 

105780_1.R1011 

uC-zmflb73027b03bl 

BLASTX 

g3522942 

485 

8.0e-49 

141 

62 

(AC004411) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280500 

105783_1.R1011 

uC-zmflb73027b07bl 

BLASTX 

g2618702 

439 

2.0e-43 

117 

75 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280501 

105798_1.R1011 

uC-zmroteosinte072f 07b2 

BLASTX 

g4490736 

728 

8.0e-77 

273 
39 

(AL035708) putative protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280502 

105802__1.R1011 

uC-zmflb73027d05bl 

BLASTX 

g4559368 

627 

3.0e-65 

221 
55 

(AC006585) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280503 

105832_1.R1011 
cyk700048522.fl 



39116 



Method 


BLASTX 


NCBI GI 


g3096922 


DiJiTLDl oOU-Ltr 


^ u 0 


E value 


0 . ue i z 


rJclLdl ±cIiyT_il 


0 / 






KIPRT r3P'<^r''r "i ni" 1 on 




o e q • LN O . 


z 0 u 0 u 4 


Pont" T rr TP) 


1 ni^fi^-d 1 Ri 01 1 

-L,lJ-JOri*f -L.rvJ.b'-L.L 


o "inosi- Jijoi 


fH-77mTRQRQn hi 




DLiiio i A 


NCBI GI 


g3309583 


BLAST score 


485 








1 07 


% identity 


0 0 


NCBI Description 


(AF073830) fructose- 




2 -kinase /fructose-2. 


Seq. No. 


280505 


Contig ID 


105845 l.RlOll 


5 '-most EST 


uC-zinflmol7293h01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280506 

105854_1.R1011 

uC-zmflb73033f05bl 

BLASTX 

g4501955 

169 

2,0e-ll 

192 
29 

ADP-ribosyltransferase CNAD4-; poly (ADP-ribose) polymerase) 
>gi_190267 (M32721) poly (ADP-ribose) polymerase [Homo 
sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280507 

105858_1.R1011 

uC-zmflb73210g03bl 

BLASTX 

g4557026 

207 

3.0e-16 

94 

9 

hect (homologous to the E6~AP (UBE3A) carboxyl terminus) 
domain and RCCl (CHCl)-like domain (RLD) 1 >gi_1477565 
(U50078) p532 [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280508 

105868_1.R1011 

Kjt700096960.hl 

BLASTX 

g4503981 

247 

2.0e-24 



39117 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 
44 

glutamine- fructose- 6-phosphate transaminase 
>gi_5 4 4 3 8 2_sp_Q0 621 0_GFAT_HaMAN 

GLUC0SAMINE--FRUCT0SE-6-PH0SPHATE AMINOTRANSFERASE 
(ISOMERIZING) (HEXOSEPHOSPHATE AMINOTRANSFERASE) 
(D-FRUCTOSE-6-PHOSPHATE AMI DO TRANSFERASE) (GFAT) 

>gi_345855__pir A45055 glut amine — f ructose-6-phosphate 

transaminase (isomerizing) (EC 2.6.1.16) - human >gi__183082 
(M90516) glutamine: f ructose-6-phosphate amidotransferase 
[Homo sapiens] 

280509 

105874_1.R1011 

uC-zmflmol7285d02bl 

BLASTX 

g3080420 

526 

2.0e-53 

127 

78 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280510 

105875__1.R1011 
uC-zmflb73028bl2bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



280511 

105878_1.R1011 
ypc700804353.hl 

280512 

105899^1. RlOll 
uC-zmflmol7012d05bl 



Seq. No. 
Contig ID 
5 '-most EST 



280513 

105912_1.R1011 
uC-zmflb73028f05bl 



Seq. No. 

Contig ID 
5 '-most EST 



280514 

105917_1.R1011 
uC-zmflb73028fl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



280515 

105939_1.R1011 

uC-zmflb73028h09bl 

BLASTX 

g2642165 

164 

3.0e-ll 

82 
40 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
280516 

105946 l.RlOll 



39118 



® 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xyt700344174.hl 

BLASTX 

g4587987 

1117 

l.Oe-122 

301 
67 

(AF08527 9) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280517 

105955_1.R1011 

gct701168784.hl 

BLASTX 

g3367522 

160 

9.0e-ll 

44 

66 

(AC004392) EST gb_T04691 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280518 

105956_1,R1011 

wyr700235634.hl 

BLASTX 

g4406764 

569 

2.0e-58 

217 

54 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 



Seq, No, 

Contig ID 
5 '-most EST 



280519 

105963^1. RlOll 
uC-zmflb73192fl0bl 



Seq. No, 

Contig ID 
5 '-most EST 



280520 

105965_1.R1011 
xyt700344846.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280521 

105972_1.R1011 

uC-zmflb73029c08bl 

BLASTX 

g3341696 

352 

3.0e-33 

144 

53 

(AC003672) unknown protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



280522 

105975^1. RlOll 
uC-zmflb73284g06bl 



39119 



Seq. No. 

Contig ID 
5 '-most EST 



280523 

105976_1.R1011 
uC-zmflniol72 92c03bl 



Seq. No. 280524 

Contig ID 105982_1 . RlOll 

5'-iaost EST wty700172705 . hi 

Seq. No. 280525 

Contig ID 105991_1 . RICH 

5 '-most EST uC-zmf Ib73029e05bl 

Seq. No. 280526 

Contig ID 106025__1 . RlOll 

5 '-most EST uC-zmf lb7304 le04bl 

Method BLASTX 

NCBI GI gl345132 

BLAST score 911 

E value l.Oe-98 

Match length 245 

% identity 19 

NCBI Description (U47029) ERECTA [Arabidopsis thaliana] 

>gi 1389566_dbj_BAA11869_ (D83257) receptor protexn kinase 
[Arlbidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

Seq. No. 280527 

Contig ID 106056_1 . RlOll 

5 '-most EST uC-zmf Imol7240c07bl 

Method BLASTX 

NCBI GI gl360090 

BLAST score 604 

E value l.Oe-62 

Match length 178 

% identity 66 

NCBI Description {X95576) ClC-Ntl [Nicotiana tabacum] 

Seq. No. 280528 

Contig ID 106056_2 . RlOll 

5'-most EST pmx700089521 . hi 

Method BLASTX 

NCBI GI gl360090 

BLAST score 991 

E value l.Oe-108 

Match length 319 

% identity 59 

NCBI Description (X95576) ClC-Ntl [Nicotiana tabacum] 

Seq. No. 280529 

Contig ID 106057_2 . RlOll 

5 '-most EST uC-zmf lb73030cllbl 

Method BLASTX 

NCBI GI g728905 

BLAST score 233 

E value 6.0e-33 

Match length 217 

% identity 40 



39120 



NCBI Description 



PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (ENDOPLASMIC 

RETICULUM CA2+-ATPASE) >gi_1078206_pir S51995 probable 

ATPase (EC 3,6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase (P-type) , member of the cation transport (E1-E2 ) 
ATPase [Saccharomyces cerevisiae] 



Seq. No. 


o o A c o r\ 


Contig ID 


iUbUDD I.KIUII 


5 -most EST 


p^vvN -P 1 i- -7 -D A 1! n ov-. 1 

uc-zmiiD /oU^uauyDi 


Method 


BLASTX 


NLbl CjI 


gi^:uyo3o 


BLAST score 


Q A 


E value 


4 * ue J 41 


Match length 


148 


% identity 


53 


NCBI Description 


(U37428) gll [2ea m< 


Seq. No. 


280531 


Contig ID 


106081 l.RlOll 


5 '-most EST 


uC-zmflmol7048c03bl 


Method 


. BLASTX 


NCBI GI 


g4406756 


BLAST score 


504 


E value 


5.0e-51 


Match length 


147 


% identity 


65 


NCBI Description 


(AC006836) putative 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280532 

106086_1.R1011 

nbm700472943.hl 

BLASTX 

g3242717 

249 

5.0e-21 

154 

31 

(AC003040) putative APG protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280533 

106088_1.R1011 

uC-zmflb73030f08bl 

BLASTN 

gl657759 

119 

5.0e-60 

131 

98 

Zea mays retrotransposon Fourf 5' 
site DNA sequence 



LTR and primer binding 



Seq. No. 
Contig ID 
5 '-most EST 



280534 

106091^1. RlOll 
uC-zmflb73030g01bl 



39121 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280535 

106101_1.R1011 
uC-zmflb73030h02bl 

280536 

106105_1.R1011 
uC-zmflm017207h03bl 

280537 

106109_1.R1011 
uC-zmflb73361b02a2 

280538 

106112_1.R1011 
uC-zmflm017084g07bl 

280539 

106116_1.R1011 
uC-zmflb73031a09bl 

280540 

106118_1.R1011 
cyk700049927.fl 

280541 

106127_1.R1011 
uC-zmflb73031b09bl 

280542 

106139_1.R1011 
uC-zmflb73031cl0bl 

280543 

106142_1.R1011 

rvl700457222.hl 

BLASTX 

g3687654 

594 

l.Oe-61 

181 

67 

(AF047975) putative ethylene receptor; ETR2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280544 

106151_1.R1011 

uC-zmflmol7293f04bl 

BLASTX 

gl888357 

553 

l.Oe-56 

131 
76 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ {Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



39122 



Seq. Mo. 
Contig ID 
5 '-most EST 



280545 

106155_1.R1011 
uC-zmflb73031e04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



280546 

106156_1.R1011 

uwc700154056.hl 

BLASTX 

g2827143 

835 

8.0e-90 

182 

85 

{AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



280547 

106169_1.R1011 

qmh700026059.fl 

BLASTX 

g2979544 

189 

3,0e-14 

76 

50 

(AC003680) putative cytochrome P-450 



[Arabidopsis thaliana] 



280548 

106181_1.R1011 
uC-2mflb73031g06bl 

280549 

106186_1.R1011 

uC-2mflmcl7164h04bl 

BLASTX 

g3927830 

865 

4.0e-93 

260 

69 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
280550 

106190_1.R1011 

uC-zmflmol7294el2bl 

BLASTX 

g4586058 

193 

2.0e-14 

130 
36 

{ACG07020) unknown protein [Arabidopsis thaliana] 
280551 

106200_1,R1011 
xmt700264919.hl 



39123 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



280552 

106210^1. RlOll 
cjh700196436.hl 

280553 

106212_1.R1011 
uC-zmflb73032b04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



280554 

106217_1.R1011 

uC-zmflMol7 063b01bl 

BLASTX 

g2443329 

295 

2.0e-26 

169 

45 

(D8 6122) Mei2-like protein [Arabidopsis thaliana] 
280555 

106223_1.R1011 
uC-zmflMol7 009f05bl 



Seq. No. 
Contig ID 
5 '-most EST 



280556 

106238_1.R1011 
uC-zmflb73032dllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280557 

106262_1.R1011 

uC-zmflb73032g02bl 

BLASTX 

g4580394 

448 

3.0e-44 

124 
64 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



280558 

106265_1.R1011 

uC-zmflb73181h02b2 

BLASTX 

g4454048 

326 

8.0e-30 

112 

53 

(AL035394) putative protein [Arabidopsis thaliana] 
280559 

106267_1.R1011 
wty700167447.hl 

280560 

106278 l.RlOll 



39124 



D "ItlOSlI. Jlib i 


xtj / uUhJ / oz 04 . nx 


Method 


BLASTX 


NCBI GI 


g4559381 
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NCBI GI 


g2191134 


BLAST score 


310 


111 vaxue 


^ Ho— 9fi 

0 • ue z 0 


Match leng^th 


O 0 


% identity 


o / 


NCBI Description 


{AF007269) contains weak similarity to Galectin— 3 




protein [Arabidopsis thaliana] 


Seq, No. 


o o ri n £r o 
Zo UO Oz 


ooncly xu 


lUbZoy X.KXUXX 


3 iUO^L ILjDI 


zu. V / uuooo / u / .nx 


Method 


BLASTX 


NCBI GI 


g3738306 


jdXiHo i score 


1 4 0 


E value 


z . ue— / b 


Match length 


164 


% identity 


87 


iNL-DX uescrxprxon 


{AC005309} unknown protein [Arabidopsis thaliana] 


Seq. No. 


280563 


Contig ID 


106297_1.R1011 


C 1 m/^c?-(- 17 Q T 

D IUOSL iijOl 


yyr / uujsozouo.nx 


Seq. No. 


280564 


Contig ID 


106301_1.R1011 


0 lUOSTl IIjO 1 


uu~zmxxirLOx /zy4ruoiDX 


Seq. No. 


280565 


Contig ID 


106308_1.R1011 


0 —most: hjbi 


ymc /uuzzuybi.ni 


Seq. No. 


280566 


Contig ID 


106310_1.R1011 


o —most bbi 


„ ■ 4„ n Pi n n Q c o Q Q Ul 

r / uuuyoZoo .ni 


Seq. No. 




Contixg lu 


lUboi / 1 . RlUll 


w> ILLt^O U iliO J. 


nr-7Tnf Imnl 19dnff)9hl 

U.O /LiiUi, J-ILHJ ± / ^ '± U J- U it. W X 


Seq. No. 


280568 


Contig ID 


106330 l.RlOll 


5 '-most EST 


nbm700477550.hl 


Method 


BLASTX 


NCBI GI 


g4249382 



binding 



39125 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5^ -most EST 



628 

2.0e-65 

189 

59 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb_AC004481. [Arabidopsis thaliana] 

280569 

106333_1.R1011 
uC-zmflb73033g02bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280570 

106371_1.R1011 
uC-zmflb73034c01b2 

280571 

106381^1. RlOll 

uC-zmflb73034cl2b2 

BLASTX 

g619749 

641 

8.0e-67 

199 

62 

(U18969) phosphoribosylanthranilate isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280572 

106390_1.R1011 

fC-zmle700433779r3 

BLASTX 

g3150406 

281 

2.0e-24 

151 

36 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280573 

106400_1.R1011 
uC-zmflb73034e09b2 

280574 

106420_1.R1011 

uC-zmflb73034g05b2 

BLASTX 

g466170 

197 

3.0e-15 

44 

93 

GTP-BINDING PROTEIN YPTMl >gi_2 8 3055_pir ^A38202 ypt family 

- maize >gi 287833 emb CAA44918_ (X63277) yptml [Zea mays] 



Seq. No. 



280575 



39126 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106431_1.R1011 

uC-zmromol7 027f02al 

BLASTX 

g2245021 

470 

l.Oe-46 

149 

59 

(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



280576 

106437_1.R1011 
uC-zmflb73034hllb2 



Seq. No. 
Contig ID 
5 '-most EST 



280577 

106461_1.R1011 
uC-zmflb73095d02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280578 

106484_1.R1011 

uC-zmflb73038al0bl 

BLASTX 

g4504787 

405 

3.0e-39 

174 
44 

integral transmembrane protein 1 

>gi_1174469_sp_P46977_STT3_HUMAN OLIGOSACCHARYL TRANSFERASE 
STT3 SUBUNIT HOMOLOG (B5) (INTEGRAL MEMBRANE PROTEIN 1) 
>gi__624704 (L38961) putative transmembrane protein 

precursor [Homo sapiens] >gi_158 828 6_prf 2208301B integral 

membrane protein [Homo sapiens] 

280579 

106510^1. RlOll 

uC-zmflb73038d02bl 

BLASTX 

g4455338 

218 

2.0e-17 

186 

32 

{AL035525) putative protein [Arabidopsis thaliana] 
280580 

106520_1.R1011 

uC-zmflb73038e01bl 

BLASTX 

g2342683 

234 

3.0e-19 

172 

37 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067) . [Arabidopsis thaliana] 



39127 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280581 

106533_1.R1011 

uC-zmflb73038f06bl 

BLASTX 

g3641838 

342 

4.0e-32 

94 

68 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280582 

106533_2.R1011 

uC-zmflmol7040d08bl 

BLASTX 

g4544403 

322 

8.0e-30 

131 

48 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

280583 

106539_1.R1011 

uC-zmflmol7295e05bl 

BLASTN 

g3450841 

209 

l.Oe-114 

274 

95 

Oryza sativa mitogen activated protein kinase kinase (MEKl) 
mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



280584 

106544_2.R1011 
rvt700550015.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280585 

106551_1.R1011 
uC-zmflb73038h02bl 



Seq. No. 
Contig ID 
5 '-most EST 



280586 

106552_1.R1011 
bdu700382291.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280587 

106557_1.R1011 
uC-zmflb73038h08bl 



Seq. No. 

Contig ID 
5 '-most EST 



280588 

106559__1.R1011 
uC-zmflb73038hl0bl 



39128 



Seq. No. 
Gontig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



280589 

106565_1.R1011 
uC-zmflb73040b05bl 

280590 

106565_2.R1011 
tfd700570120.hl 

280591 

106568_1.R1011 
uC-zmflb73039al0bl 

280592 

106572_2.R1011 

fwa700101742.hl 

BLASTX 

g3738324 

229 

7.0e-19 

98 

45 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 
280593 

106586_1.R1011 
uC-zmflb73039c08bl 

280594 

106591_1.R1011 

uC-zmflb73048b05bl 

BLASTX 

g4538965 

178 

7.0e-13 

79 
42 

(AL049488) hypothetical protein [Arabidopsis thaliana] 



280595 

106603_1.R1011 

wyr700241038.hl 

BLASTX 

g2943792 

391 

l.Oe-37 

107 
67 

(AB006809) PV72 



[Cucurbita sp. ] 



280596 

106605_1.R1011 
gct701173543.hl 

280597 

106606_1.R1011 
uC-zmrob73053d06al 



39129 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280598 

106610_1.R1011 

uC-zmflb73142c09bl 

BLASTX 

g2104949 

440 

2.0e-59 

132 

89 

(U96716) MAP kinase-like protein [Selaginella lepidophylla] 



Seq. No. 
Contig ID 
5 '-most EST 



280599 

106642^1. RlOll 
uC-zmflb73039hl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280600 

106667_1.R1011 

uC-zmflmol7285f05bl 

BLASTX 

g3914005 

1022 

l.Oe-111 

231 
90 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85494) LONl protease [Zea mays] 



1 PRECURSOR >gi_181658 6 



Seq. No. 

Contig ID 
5 '-most EST 



280601 

106668_1.R1011 
mwy700439966.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280602 

106671_1.R1011 
uC-zmflb73192e02bl 



Seq. No. 

Contig ID 
5 '-most EST 



280603 

106687_1.R1011 
uC-zmflmol7202dl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280604 

106688_1.R1011 

ymt700220453.hl 

BLASTX 

g4102582 

209 

l.Oe-16 

71 
56 

(AF013115) CAO [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280605 

106690_1.R1011 

uC-zmflb73040e08bl 

BLASTX 

g4646233 

337 

3.0e-31 



39130 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157 
48 

(AC007266) putative G9a protein [Arabidopsis thaliana] 
280606 

106690_2.R1011 
uC-zmflmol7085d05al 

280607 

106691_1,R1011 
xmt700267251.hl 



280608 

106694_1.R1011 

afb700381731.hl 

BLASTN 

gl899026 

37 

4.0e-ll 

45 

96 

Zea mays superoxide dismutase 4A 



(sod4A) gene, complete cds 



280609 

106702_1.R1011 

xmt700261357.hl 

BLASTX 

g3420751 

457 

2.0e-45 

163 

54 

(AF079448) cytochrome c oxidase assembly protein 
[Dictyostelium discoideum] 

280610 

106708__1.R1011 

uC-zmflb73040g04bl 

BLASTX 

gl722855 

341 

6.0e-32 

153 

47 

CHROMOSOME ASSEMBLY PROTEIN XCAP-C >gi_107 928 l_pir ^A55094 

chromosomal protein XCAP-C - African clawed frog >gi_563812 
(U13673) XCAP-C [Xenopus laevis] 

280611 

106712_1.R1011 

cyk700048424.fl 

BLASTX 

g3201680 

741 

l.Oe-78 

287 
52 



39131 



NCBI Description 



(AF060941) extra-large G-protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280612 

106749__1.R1011 
uC-zmflmol7367c05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280613 

106795_1.R1011 

uC-zmflb73041h06bl 

BLASTN 

g2062691 

37 

3.0e-ll 

37 

100 

Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



Seq. No. 

Contig ID 
5 '-most EST 



280614 

106796__1.R1011 
uC-zmflb73041h07bl 



Seq. No. 

Contig ID 
5 '-most EST 



280615 

107054__1.R1011 
uC-zmflb73048b06bl 



Seq. No. 

Contig ID 
5 '-most EST 



280616 

107056_1.R1011 
uC-zmflb73048b08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



280617 

107062_1.R1011 

uC-2mflmol728 9g04bl 

BLASTX 

g2961380 

302 

l.Oe-29 

126 

59 

(AL022141) putative protein [Arabidopsis thaliana] 
280618 

107077_1.R1011 

uC-zmflb73069a02bl 

BLASTX 

g2459432 

176 

l.Oe-12 

104 
40 

(AC002332) CONSTANS-like protein [Arabidopsis thaliana] 
280619 

107090_1,R1011 
pmx700087978.hl 



Seq. No. 



280620 



39132 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107092_1.R1011 

gwl700613224.hl 

BLASTX 

g4204314 

180 

6.0e-13 

153 

29 

(AC003027) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280621 

107097_1.R1011 
uC-zmflb73048f05bl 



Seq. No. 

Contig ID 

5 '-most EST 

lyiethod 

NCBI GI 

BLAST score 

E value 

lyiatch length 

% identity 

NCBI Description 



280622 

107104_1.R1011 

aC-zmflb73180dlObl 

BLASTX 

g3080426 

549 

3.0e-56 

186 

56 

(AL022604) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280623 

107139_1.R1011 

xmt700263992.hl 

BLASTX 

g3483135 

213 

5,0e-17 

109 
40 

(AF051937) GMP synthetase 



[Lactobacillus rhamnosus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



280624 

107140_1.R1011 

uC-zmflb73049al2bl 

BLASTX 

g3056601 

163 

2.0e-17 

133 

37 

{AC004255) T1F9.22 [Arabidopsis thaliana] 
280625 

107146_1.R1011 
uC-zmflb7304 9b06bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280626 

107158_1.R1011 

qmh700030260.fl 

BLASTX 

g4572671 

416 



39133 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



l.Oe-40 

143 

55 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

280627 

107162_1.R1011 

uC-zmflb7304 9d01bl 

BLASTX 

g2462834 

291 

6.0e-26 

111 
55 

{AF000657) hypothetical protein [Arabidopsis thaliana] 
280628 

107166__1.R1011 
yyf700352503.hl 

280629 

107187_1.R1011 

uC-zmflb73049f07bl 

BLASTX 

g4235643 

176 

l.Oe-20 

114 

54 

(AF119040) NLOE [Lycopersicon esculentum] 
280630 

107188_1.R1011 
uC-zmflb73049f08bl 

280631 

107207__1.R1011 

wyr700240367.hl 

BLASTX 

g3335372 

198 

l.Oe-27 

162 

44 

(AC003028) putative SRGl protein [Arabidopsis thaliana] 
280632 

107210_1.R1011 
uC-zmflb7 3050a05bl 

280633 

107231_1.R1011 

xsy700217347.hl 

BLASTX 

g4512263 

421 



39134 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6,0e-50 

139 

69 

(AB018526) H+/Ca2+ exchanger 2 [Ipomoea nil] 
280634 

107236_1.R1011 

uC-zmflb73050c07bl 

BLASTX 

g4559333 

236 

2.0e-38 

215 

43 

(AC007087) unknown protein [Arabidopsis thalxana] 
280635 

107267_1.R1011 
rvl700456460.hl 

280636 

107269_1.R1011 

uC-zmflb73186b05bl 

BLASTX 

g4582443 

177 

2.0e-12 
66 

52 . 
(AC007142) putative auxin-induced protein [Arabidopsis 

thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280637 

107269_2.R1011 
uC-zmflb73188g09al 

280638 

107279_1.R1011 

hbs701183154 .hi 

BLASTX 

g2462834 

221 

l.Oe-17 

132 
36 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
280639 

107294_1.R1011 

cjh700193063.hl 

BLASTX 

g2506931 

199 

2.0e-15 

114 

36 

APYRASE PRECURSOR ( ATP-DIPHOSPHATASE ) (ADENOSINE 



39135 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



DIPHOSPHATASE) (ADPASE) (ATP-DIPHOSPHOHYDROLASE) 

>gi_2129977_pir JC4616 apyrase (EC 3.6.1.5) - potato 

>gi_1381633 (U58597) ATP-diphosphohydrolase [Solanum 
tuberosum] 

280640 

107303_1.R1011 

nbm700468714.hl 

BLASTX 

gl717870 

344 

6.0e-32 

276 
33 

PUTATIVE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE C8A4 . OIC 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING 
PROTEASE) (DEUBIQUITINATING ENZYME) 

280641 

107315_1.R1011 

uC-zmflb73051bl2bl 

BLASTX 

g2288997 

820 

3.0e-88 

376 

51 

(AC002335) hypothetical protein [Arabidopsxs thalrana] 
280642 

107316_1.R1011 

uC-zmflb73051c01bl 

BLASTX 

g3341684 

169 

l.Oe-11 

121 

34 

(AC003672) hypothetical protein [Arabidopsis thalxana] 
280643 

107324_1.R1011 
uC-zmflb73051cl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



280644 

107341_1.R1011 
uC-zmflb73051e06bl 



Seq. No. 

Contig ID 
5 '-most EST 



280645 

107362_1.R1011 
uC-zmflb73051g03bl 



Seq. No. 

Contig ID 
5 '-most EST 



280646 

107372_1.R1011 
uC- zmf lb 7 305 IhO 6b 1 



Seq. No. 



280647 



39136 





1U/J>C51 l.KlUll 






Method 


BLASTN 


NCBI GI 


g949979 






E value 


o . ue— / y 


iyid.i-cn ±enyi,n 


9 ^ 

Zoo 


% identity 




XT T o -T >^ +^ n 

iML^oi uescj- ipT-ion 


2. mays Glossy2 locus DNA 


Seq. No. 


'~) o r\ r A o 


contig lu 




0 IllGSL ZiO 1 


n P ~ r7Tn -fTk 7 "5 1 /I "7 1 HKI 

UU~ZirirlD / J14 /ulUDl 


rie unou 


oL)/io i A 


NCBI GI 


g4630748 


BLAST score 


798 


E value 


H A OR 


Match length 


1 on 


% identity 


D 1 


NLbi uescnpuion 


(AOUU/ZJb) putative anion 




thaliana ] 


Seq. No. 


r> o A ^ r\ 

064 9 


Contig ID 


TA'H'DAO O n1A11 

10/398 2.R1011 


R ' _TVi^£5i-}- T7 O T* 

0 — IUOSl EjO i. 


UU ZKirlD /Jiy4lDUoD^! 


Method 


"DT 7\ C Ti V 


NCBI GI 


g4630748 


BLAST score 


265 


E value 


z . Oe- J / 


Match length 


108 


% identity 


7o 


NCBI Description 


(AC007236) putative anion 




thaliana] 


Seq. No. 


o n A ^ A 

280650 


uoncig xu 


lU/4U4t l.KiUll 


R I ^Tn/-\c+- TPQ^ 

0 "IUOSL HjOI 


uo~ zitiriD / JSUOZCI IDl 


Method 


BLASTX 


NCBI GI 


g4128133 


bLiAoi score 


lob 


E value 


C A ^ 1/1 

o . Oe-14 


JMatcn lengtn 


/ 1 


-6 Identity 


A A 

49 


NCBI Description 


/7\TAAiCA/irO\ ^TTM^ 

tAJUubOfoo) ai Ur-U-giucose 


Seq. No. 


A n A ^ C 1 

280651 


Loncig iJJ 


lu/^icy i.Kiuii 


R ' — Tnr^Q-i- TTQT 
J ILIU o L Hj D 1 


nP— -TTTi ■fT'K7 1 '^71-inPKI 
UO ZIUllD / jlO /nuoDi 


Method 


BLASTX 


NCBI GI 


g3242783 


BLAST score 


1458 


E value 


l.Oe-166 


Match length 


414 


% identity 


69 



3 [Arabidopsis 



NCBI Description 



(AF0553541 
thaliana] 



respiratory burst oxidase protein B [Arabidopsis 



39137 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280652 

107430_1.R1011 

uC-zmflmol7012d04bl 

BLASTX 

g3236240 

1079 

l.Oe-118 

342 

62 

(AC004 684) unknown protein [Arabidopsis thaliana] 
280653 

107443_1,R1011 

uC-zmflb73052gllbl 

BLASTX 

g4160292 

338 

2.0e-31 

186 
61 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 
280654 

107456_1.R1011 

uC-zmflb73053a02b2 

BLASTX 

g4309734 

426 

8,0e-42 

189 
46 

{AC006439) putative 26S proteosome regulatory subunit 8 
[Arabidopsis thaliana] 

280655 

107474_1.R1011 

uC-zmflb73053b09b2 

BLASTX 

g3493611 

200 

2.0e-15 

43 

79 

(AF068318) regulatory subunit of protein kinase CK2; CK2 
beta-subunit [Arabidopsis thaliana] 

280656 

107500_1.R1011 
uC-zmflb73053e02b2 



Seq. No. 

Contig ID 
5 '-most EST 



280657 

107500_2.R1011 
xdb700340763-hl 



Seq. No. 

Contig ID 
5 '-most EST 



280658 

107502_2.R1011 
xyt700342461.hl 



39138 



Method 


BLASTX 


NCBI GI 


g3402685 


BLAST score 


291 


E value 


2 . Oe-26 


Match length 


93 


% identity 


58 


NCBI Description 


[ACUu4by/J unknown protein [AraJDiaop 


Seq. No. 


280659 


Contig ID 


107514_1.R1011 


0 -most EST 


uC-zmf 1d7 j4 locllal 


Seq. No. 


280660 


Contig ID 


107528__1 .RlOll 


5^ -most EST 


uC-2mf Ib73053h01b2 


Seq. No. 


280661 


Contig ID 


107532__1 . RlOll 


5 '-most EST 


xyt 7 00345041 .hi 


Method 


BLASTX 


NCBI GI 


g4588012 


BLAST score 


1020 


E value 


l.Oe-111 


Match length 


257 


% identity 


79 


NCBI Description 


(AF085717) putative callose synthase 




[Gossypium hirsutum] 


Seq. No, 


280662 


Contig ID 


107559_1. RlOll 


5 '-most EST 


uC-Emf Imol7195b04bl 


Seq. No. 


280663 


Contig ID 


107564 1. RlOll 


5 '-most EST 


uC-zmf Ib73054c06bl 


Method 


rsLAb i A 


NCBI GI 


g3879914 


BLAST score 


190 


E value 


3.0e-14 


Match length 


137 


% identity 


35 


NCBI Description 


(Z74043) predicted using Genefinder; 



comes from this gene; cDNA EST EMBL:C1157 5 comes from this 
gene; cDNA EST yk343f4.5 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280664 

107576_1. RlOll 

uC-2mflmol7305c03al 

BLASTX 

g2352795 

517 

l.Oe-105 

233 

83 

(AF007793) retinoblastoma-related protein 1 



[Zea mays] 



39139 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280665 

107578_1.R1011 

uC-2mflb73274f01bl 

BLASTX 

g4335763 

147 

3.0e-09 

59 
53 

(AC006284) unknown protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



280666 

107589_1.R10I1 
uC-zmflb73054elObl 



Seq. No. 
Contig ID 
5 '-most EST 



280667 

107590_1.R1011 
uC-zmflb73054ellbl 



Seq. No* 
Contig ID 
5 '-most EST 



280668 

107600_1.R1011 
uC-zmflb73054f09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280669 

107613_1.R1011 

uC-zmflmol7168g03bl 

BLASTX 

g3461814 

508 

3.0e-51 

190 

55 

(AC004138) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280670 

107613_2.R1011 
uC-zmflmol7244b05al 



Seq. No. 
Contig ID 
5 '-most EST 



280671 

107613_3.R1011 
uC-zmflmol7247a09al 



Seq. No, 
Contig ID 
5 '-most EST 



280672 

107625^1. RlOll 
uC-zmflmol7341h04bl 



Seq. No, 

Contig ID 
5 '-most EST 



280673 

107626_1,R1011 
gct701173721.hl 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280674 

107633__1.R1011 

uC-zmflb73055al2bl 

BLASTX 

g4262174 

407 

l.Oe-39 



39140 



Match length 


127 


% identity 


59 






Seq. No. 


280675 


Contig ID 


107634 l.RlOll 


D mOSL CjiD i 




beq, iNo, 


Z 0 U 0 / o 


t^ontiig lu 


1 m 1 1 Pi fii 1 


O lUUoL HjO 1 


vr\nlCiCl~dCi^9 9 9. hi 


o e q , IN o . 


z o u 0 / / 


^tjii L J- y J-U 




c; T _Tnni<3-|- TTQT 
O lUUo C IIjO i 








NCBI GI 


g3142290 


BLAST score 


402 






TV/I "I- "1 f^m/^H~V\ 

ixidL-cn j.eiiyL.11 


1 D / 


% identity 




iMUoi ues cjrip Lion 


^fiL^u uz X X / LyOricaxris sxiiixxaxx i,y lu yx) 




excyaiis . L-^raiJxa.op5xs x.na.xxd.ria j 


oeq. No. 


Zouv / 0 


^^oncig lu 


XU/DO-3 X.KXUXX 


0 -rtlOSc ilibi 


uu~zirixXD / JUooeu^ox 


Method 


BLASTX 


NCBI GI 


glOG1478 


cLAbi score 


Q 


E value 


/ . ue 


Match length 


223 


% identity 


35 


NUoi uescnpuion 


^uooi3j?i?; nypoLnetxcax proLexn [oynecno 


Seq. No. 


280679 


Contig ID 


107722_1.R1011 


0 inOSL iljOi 


Hk^ ZIIIX XXJ / O U O DJsJU ^x?x 


oeq, LNO • 


op f) j^p n 
Z O (J D O U 


k^oncig xu 


107 7 (^"^ 1 T5 1 n 1 1 
XU/ /DO X.I\XUXX 


O lUObC. IltO 1 


UO ZlLlX XXj / O U O 0 X U OiJ X 


beq. wo. 


Z 0 U 00 X 


L^oncig lu 


in777Q 1 D1011 
XU///0 X.KXUXX 


o iriosc Hibi 


uL. zmiXD / o u 0 bgx ujox 


Method 


BLASTX 


NCBI GI 


g3293031 


oLAbi score 


R Q c; 


E value 


z . ue ou 




J. o J 


% identity 


77 


NCBI Description 


{AJ007574) amino acid carrier [Ricinus 


Seq. No. 


280682 


Contig ID 


107803 l.RlOll 


5 '-most EST 


wyr700243751.hl 



39141 



Seq. No. 
Contig ID 
5 '-most EST 



280683 

107808__1.R1011 
uC-zrtiflb73057d07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280684 

107821_1.R1011 

ymt700220136.hl 

BLASTX 

g3249065 

553 

6.0e-57 

139 
74 

(AC004473) Similar to HAKl gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis , 
[Arabidopsis thaliana] 

280685 

107841_1.R1011 
uC-zmflb73058b04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 



28Q6S6 

107854_1,R1011 

wyr700239377.hl 

BLASTX 

gl871181 

277 

3.0e-24 

115 

54 

(U90439) ring zinc finger protein isolog [Arabidopsis 
thaliana] 

280687 

107858_1.R1011 
uC-zmflb73256g05bl 

280688 

107876_1.R1011 
xmt700261834.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280689 

107884_1.R1011 
uC-zmflmol7031f07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280690 

107891_1,R1011 

uC-zmflb73058g01bl 

BLASTX 

g4467125 

1131 

l.Oe-124 

250 
80 

{AL035538) putative protein [Arabidopsis thaliana] 



39142 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



280691 

107893_1.R1011 
qmh700027987.fl 

280692 

107895_1.R1011 
mwy700438468.hl 

280693 

107900_1.R1011 
uC-zmflb73058gl2bl 

280694 

107904_1.R1011 

xmt700265678.hl 

BLASTX 

g4584257 

237 

l.Oe-19 

122 
38 

(Y18472) SINA2p [Vitis vinifera] 
280695 

107911_1.R1011 
hvj700620411.hl 

280696 

107918_1.R1011 

uC-zmflmol707 6dl2bl 

BLASTX 

gl531758 

277 

3.0e-24 

90 

6 3 

(X98772) AUXl [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

280697 

107924_1.R1011 

dyk700104640,hl 

BLASTX 

gl076685 

302 

5.0e-27 

328 
34 

SPFl protein - sweet potato >gi_484261__dbj_BAA06278_ 
(D30038) SPFl protein [Ipomoea batatas] 

280698 

107929_1.R1011 
fC-zmfl700469144a2 

280699 

107934 l.RlOll 



39143 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



uC-zmflmol7223a04bl 

BLASTX 

g2388577 

252 

l.Oe-21 

131 

42 

(AC000098) Similar to Arabidopsis putative lon-channel 
PID:g2262157 (gb__AC002329) . [Arabidopsis thaliana] 

280700 

107947_1.R1011 

xjt700092385.hl 

BLASTX 

g4506043 

672 

2,0e-70 

229 

55 

prolyl endopeptidase >gi_134 67 69_sp_P48147_PPCE_HUMAN 
PROLYL ENDOPEPTIDASE (POST-PROLINE CLEAVING ENZYME) (PE) 
>gi 558596_emb_CAA52605__ (X74496) prolyl oligopeptidase 
[Homo sapiens] >gi_1585155_prf__2124300A Pro oligopeptidase 
[Homo sapiens] 

280701 

107953_1.R1011 

gwl700614785,hl 

BLASTX 

gl946361 

261 

2.0e-22 

118 
47 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 

280702 

107956_1.R1011 

uC-zmflb73059f02bl 

BLASTX 

g3297813 

170 

4.0e-12 

69 
51 

(AL031032) hypothetical protein [Arabidopsis thaliana] 
280703 

107964_1.R1011 
uC-zmflb73059fl0bl 

280704 

107979_1.R1011 

uC-zmflb73252e09b3 

BLASTX 

g3152613 



39144 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 

3.0e-22 

98 
49 

(AC004482) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



280705 

107992_1.R1011 
uC-zmflraol7300fl2bl 







BLASTX 




NCBI GI 


g3402690 






180 




E value 


5.0e-13 




Match length 


64 






56 






(AC004 697) hypotheti 







"hhalianal 




Q o Klr^ 
O fc; t-j^ . IN • 


280706 




Lonr.-Lg lu 


1 07993 1 RlOll 




D IuOSl IhO I 


nr-7mfTmol7294d09bl 


fn 




BLASTX 






a3063699 


o 


BLAST score 


428 


¥^ 


E value 


5.0e-42 


fn 


ixiancn xeriyLii 


161 




^ laenriT-y 




a 


NCBI Description 


(AL022537) putative 


H= 


beg. ln o » 


280707 




uomiiLg J-U 


107993 2 RlOll 




O mo ST- XiiDl 


iiC-zmfTb73135h08b2 


I : 


Method. 






Ln D X OX 


g3063699 






347 




Hj V d X Lit; 


3 . Oe-32 




M;=i1"phi 1 pncrth 


201 




^ XU-CllLXLy 


40 




NCBI Description 


(AL022537) putative 




Q Q KT 

O cJ . LN . 


280708 




Cnntia ID 


108008 1. RlOll 




5 '-most EST 


uC-zmflmol7222hl2bl 




Seq. No. 


280709 




Contig ID 


108016 1. RlOll 




5 '-most EST 


qmh700027289.fl 




Method 


BLASTX 




NCBI GI 


g2462744 




BLAST score 


332 




E value 


9.0e-31 




Match length 


147 




% identity 


48 




NCBI Description 


(AC002292) Hypothet: 




Seq. No. 


280710 




Contig ID 


108034_1. RlOll 



3' partial [Arabidopsis 



39145 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



uC-zmflb73060el0bl 
280711 

108039^1. RlOll 
uC-zmflb73067al2bl 

280712 

108051_1.R1011 

uC-zmflb73060g07bl 

BLASTX 

g3687223 

297 

8.0e-27 

109 

61 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
280713 

108057_1.R1011 

ntr700071720.hl 

BLASTX 

g2827704 

314 

7.0e-29 

98 
62 

(AL021684) LRR-like protein [Arabidopsis thaliana] 
280714 

108058_1.R1011 

nbm700473986.hl 

BLASTX 

g4454006 

203 

3.0e-15 
118 

44 . 
(AL035396) hypothetical protein [Arabidopsis thaliana] 

280715 

108062_1.R1011 

uC-zmflb73060h07bl 

BLASTX 

g2459424 

256 

8 . Oe-22 

171 

36 

(AC002332) unknown protein [Arabidopsis thaliana] 
280716 

108079_1.R1011 

uC-zmflb73061b03bl 

BLASTX 

gl708972 

548 

5.0e-63 



39146 



Match length 

% identity 

NCBI Description 



266 
50 

(R)-MANDELONITRILE LYASE ISOFORM 3 PRECURSOR 
(HYDROXYNITRILE LYASE 3) ( (R) -OXYNITRILASE 3) >gi_1262279 
(U51562) (R) - (+) -mandeionitrile lyase isoform MDL3 
precursor [Prunus serotina] >gi__2343181 (AF013161) 
(R) -(+) -mandeionitrile lyase isoform MDL3 precursor 
[Prunus serotina] 



Seq. No. 

Contig ID 
5 '-most EST 



280717 

108083_1.R1Q11 
xsy700207818.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280718 

108096_1.R1011 
uC-2mflb73061cllbl 



Seq. No. 

Contig ID 
5 '-most EST 



280719 

108129_1.R1011 
uC-zmflb73061g02bl 



Seq. No. 

Contig ID 
5 '-most EST 



280720 

108132_1.R1011 
tfd700572454.hl 



Seq. No. 

Contig ID 
5 '-most EST 



280721 

108134_1.R1011 
uC-zmroteosinte096a02b2 



Seq. No. 
Contig ID 
5 '-most EST 



280722 

108149_2.R1011 
uC-2mflb73061hl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



280723 

108151_1.R1011 

uC-zmflb73062a02bl 

BLASTX 

g3367576 

197 

3.0e-15 

65 
58 

(AL031135) NAM / CUC2 -like protein [Arabidopsis thaliana] 
280724 

108166_1.R1011 
uC-zmflb73062b07bl 



Seq. No. 
Contig ID 
5 '-most EST 



280725 

108175_1.R1011 
uC-zmflb73062c06bl 



Seq. No. 

Contig ID 
5 '-most EST 



280726 

108179_1.R1011 
uC-zmroteosinte023gllb2 



Seq. No. 



280727 



39147 



Contig ID 108185_1 . RlOll 

5 '-most EST uC-zmf lb73084f 05b2 

Method BLASTX 

NCBI GI g4585972 

BLAST score 375 

E value 4.0e-44 

Match length 218 

% identity 4 7 . , . n . n 

NCBI Description {AC005287) Putative ATPase [Arabidopsis thaliana] 



Seq. No. 280728 

Contig ID 108188_1 .RlOll 

5 » -most EST uC-zmf Ib73062d08bl 

Method BLASTX 

NCBI GI g2245020 

BLAST score 305 

E value l.Oe-27 

Match length 92 

% identity 61 . ■ - i • i 

NCBI Description (Z97341) growth regulator homolog [Arabidopsxs thaXianaj 



Seq. No. 280729 

Contig ID 108198_1 .RlOll 

5 '-most EST uC-zmf Ib73167e06b2 



Seq. No. 280730 

Contig ID 108201__1 . RlOll 

5^ -most EST uC-zmf Ib73062e09bl 

Method BLASTX 

NCBI GI g4581149 

BLAST score 398 

E value 2,0e-38 

Match length 229 

% identity 45 . . . . ■ i 

NCBI Description (AC006919) hypothetical protein [Arabidopsis thalianaj 

Seq. No. 280731 

Contig ID 108230_1 . RlOll 

5 '-most EST uC-zmf Ib73062h04bl 

Method BLASTX 

NCBI GI gl389835 

BLAST score 190 

E value 4.0e-14 

Match length 78 

NCBI^Description (U59284) Linum usitatissimum peroxidase (FLXPER3) mRN^ 
complete cds. [Linum usitatissimum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



280732 

108236__1. RlOll 

ymt700220258.hl 

BLASTX 

g4249418 

191 

2.0e-14 

88 
35 



39148 



# 



NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



(AC006072) putative zinc-finger protein (C-x8-C-x5-C-x3-H 
type domains), 5' partial [Arabidopsis thaliana] 

280733 

108244_1.R1011 
uC-zmflb73063a07bl 

280734 

108246_1.R1011 
dyk700103173,hl 

280735 

108249_1.R1011 
uC-zmflb73063al2bl 

280736 

108270_1.R1011 

ntr700071891.hl 

BLASTX 

g629769 

189 

6.0e-14 

71 
55 

histone-like DNA-binding protein PF 1 - oat (strain Gary) 
>gi 454279 (L24391) DNA-binding protein [Avena sativa] 

280737 

108273_1.R1011 

uC-zmflmol727 3b08bl 

BLASTX 

g3004565 

900 

2.0e-97 

203 
41 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
280738 

108284_1.R1011 
uC-zmflmol7330b09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



280739 

108292_1.R1011 
uC-zmflb73063el2bl 

280740 

108304_2.R1011 
uC-zmflmol727 0a02bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



280741 

108307_1.R1011 
uC-zmflb73159a07a2 

280742 

108309_1.R1011 
uC-zmflb730 63g0 6bl 



39149 



Seq. No, 280743 

Contig ID 108316_1 .RlOll 

5 '-most EST uC-zmf lmol7294f 04bl 

Seq. No. 280744 

Contig ID 108323_1 . RlOll 

5 '-most EST uC-zmf Ib73063h08bl 

Method BLASTX 

NCBI GI g2105430 

BLAST score 184 

E value l.Oe-13 

Match length 111 

% identity 42 

NCBI Description (U97079) U5-116kD [Mus musculus] 

Seq. No. 280745 

Contig ID 108340_1 . RlOll 

5 '-most EST uC-zmroteosintel02b06b2 

Seq. No. 280746 

Contig ID 108360_1 . RlOll 

5'-most EST nbm7004 68168 . hi 

Seq. No. 280747 

Contig ID 108377_1 . RlOll 

5 '-most EST uC-zmf Ib73064e04bl 

Method BLASTX 

NCBI GI g3935168 

BLAST score 4 93 

E value 9.0e-50 

Match length 155 

% identity 65 

NCBI Description (AC004557) F17L21.11 [Arabidopsis thaliana] 

Seq. No. 280748 

Contig ID 108395_1 . RlOll 

5 '-most EST uC-zmf Ib73064g03bl 

Method BLASTX 

NCBI GI g2982431 

BLAST score 2 93 

E value 3.0e-26 

Match length 93 

% identity 57 , . . 

NCBI Description (AL022224) leucine rich repeat-like protein [Arabidopsi 
thaliana] 

Seq. No. 280749 

Contig ID 108408_1 . RlOll 

5'-most EST xmt700262461 . hi 

Method BLASTX 

NCBI GI g3413481 

BLAST score 168 

E value 2.0e-17 

Match length 88 

% identity 53 

NCBI Description (AJ006786) serine protease [Lycopersicon esculentum] 



39150 



® 



Seq. No. 


280750 






o niosc Hjo 1 


U^^ ZmX±lJ / OHllu yUJ. 


Seq. No. 


280751 




±\J0^xO ±.I\XUXX 


3 ITLOSC rjOi 


ZilLl-L U LCtJo Xli LtiU U / XUUiJ-L 


o e q • i\ o . 


99.01 

Z O U / ii. 


wtjii 1 L y ± u 


1 Dfia?^ 1 R1 01 1 

iUO'i^J X. IxJ. VJ X -L 


O ItlO S C 111 o i 


ZIUX XX-> / J5 U uOJL>U j/XJ X 


o c q • ln u . 


O U 1 ~J o 




XUOf±^0 Z.ixXUXX 


O — mOSL tjbi 


UU Zmx XITLO X / -iOOXUZdX 


Method 


BLASTN 


NCBI GI 


g4584684 


iij_iB.o i score 


A 9 


E value 


o . ue— X 4 




Q7 


% identity 


O 0 




nO-LQeuiu vuxyair© nxgn xxi 




t Xo KUa ) 


Seq, No. 


ZoU /o4 


(wOnuig LU 


XUo4oO X.KXUXX 


5 '-most EST 


dyk700102943.hl 


Method 


BLASTX 


NCBI GI 


gzo y4 DUD 


JdLAo i score 


Z 14 


E value 


4.0e-17 


Match length 


125 


% identity 


4 U 


NCBI Description 


{ALUzlooy; putative pro 


Seq. No. 


280755 


Loncig lu 


xUo4 / U 1 . KlUxl 


o — niosti bo i 


UWC /UUXoUooo.ni 


beq. Mo. 


0 Q n "7 c 
Zo U / 0 0 


V^QIlCJ-q J-U 


1 rift 47"^ 1 Ri ni 1 

XUO^ to X.I\XUXX 


o —most: iLbi 


UL- zmixD /oUooauoDX 


o e q . ln o . 


Z 0 u / o / 




xwo*3 / ^ x.r\xuxx 


5 '-most EST 


ymt700222622.hl 


Method 


BLASTX 


NCBI GI 


g3367583 


BLAST score 


424 


E value 


l,0e-41 


Match length 


94 


% identity 


86 



NCBI Description 



(AL031135) NAD+ dependent isocitrate dehydrogenase 
protein [Arabidopsis thaliana] 



-like 



Seq. No. 



280758 



39151 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108484_1,R1011 
uC-zmflb73160a04b2 

280759 

108514_1.R1011 

pmx700087652.hl 

BLASTX 

g2827715 

1133 

l.Oe-124 

232 

92 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280760 

108516_1.R1011 

ypc700807059.hl 

BLASTX 

g2642156 

173 

3.0e-12 

87 

40 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
280761 

108523_1.R1011 
uC-zmflb73099hllbl 

280762 

108539_1.R1011 
yyf700351146.hl 

280763 

108550_1.R1011 

uC-zmflb73066h08bl 

BLASTX 

g2244813 

461 

7.0e-46 

150 

57 

(Z97336) acylaminoacyl-peptidase homolog [Arabidopsis 
thaliana] 

280764 

108554_1,R1011 

ydl700405372.hl 

BLASTX 

gl709039 

147 

5.0e-21 
157 



MISS PROTEIN >gi__829086_dbj_BAA06729_ 
[Schizosaccharomyces pombe] 



(D31960) unknown 



39152 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280765 

108570_1,R1011 

xmt700265234.hl 

BLASTX 

g4507315 

309 

l.Oe-27 

191 

35 

suppressor of varl (S . cerevisiae ) 3-like 1 >gi_2801555 
(AF042169) putative ATP-dependent mitochondrial RNA 
helicase [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



280766 

108580_1.R1011 
uC-zmflb73067c07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280767 

108590_1.R1011 

xjt700096136.hl 

BLASTX 

g4335745 

199 

2.0e-15 

83 

49 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280768 

108601_1.R1011 

uC- zmf Imo 17134h01bl 

BLASTN 

g2656029 

51 

l.Oe-19 

71 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQB2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280769 

108609_1.R1011 

uC-zmflb73067f06bl 

BLASTX 

g3132472 

145 

7.0e-09 

113 

35 

(AC003096) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280770 

108616_1.R1011 
uC-zmflb73159gllb2 



39153 



Seq. No. 
Contig ID 
5 '-most EST 



280771 

108618_1.R1011 
xmt700267410.hl 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



280772 

108629_1.R1011 

uC-zmflb73067hl2bl 

BLASTX 

g455399 

402 

6.0e-39 

93 

83 

{D21068) dihydrolipoamide acetyltransf erase [Oryza sativa] 
280773 

108642_1.R1011 
uC-zmflb73068b05bl 

280774 

108645_1.R1011 
uC-zmflb73068b08al 



Seq. No. 
Contig ID 
5 '-most EST 



280775 

108652_1.R1011 
uer700579624.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



280776 

108677_1.R1011 

uC-zmflb73068e09bl 

BLASTX 

g2961378 

353 

2.0e-33 

87 
36 

(AL022141) putative protein [Arabidopsis thaliana] 
280777 

108679_1.R1011 
uC-zmflb73214b08bl 



Seq. No. 
Contig ID 
5 '-most EST 



280778 

108689_1.R1011 
uC-zmflb73068fllbl 



Seq. No. 
Contig ID 
5 '-most EST 



280779 

108690_1.R1011 
ntr700071866.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280780 

108695_1.R1011 

uC-zmflb73088fl2b2 

BLASTX 

g4008006 

324 



39154 
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NCBI GI 


g4008006 


BLAST score 


473 


E V3.1u,8 


z . ue 4 / 




1 ^ u 


% identity 


60 


NCBI Description 


(AF084034) receptor 






D e * IN CJ . 


Z 0 U / 0 z 
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Method 


BLASTX 


NCBI GI 


g4454465 


ahRoi score 


X oU 


E value 


1 . ue-xu 


Match length 


108 


% identity 


33 


NCBI Description 


(i\uuuozo4} unicnown 
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NCBI GI 


g3702316 


BLAST score 
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E value 


X . ue / 4 


Match length 


1 7 Q 
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-5 ]_a.enuiL.y 


7 n 
/ u 


i\iL>oi uescnpuion 


^iiuuuooy/j puTiative 




LildXXcllJcl J 


oeg* JNo. 


O Q f! 7 Q 
ZoU / O tD 


^^tw*! i ( Lg J. u 


1 riR7'^Q 1 R1 ni 1 


5 '-most EST 


uC-zmfTmol7015e03bl 


Method 


BLASTX 


NCBI GI 


g2252840 


BLAST score 


336 


E value 


2.0e-31 


Match length 


125 



receptor-like protein kinase [Arabidopsis 



5' partial [Arabidopsis 



39155 



% identity 

NCBI Description 



50 



(AF013293) contains regions of similarity to Haemophilus 
fluenzae permease (SP:P38767) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280787 

108746_1.R1011 
uC- zmf lb7 3 0 6 9dllbl 

280788 

108759_1.R1011 

uC-zmflb73069f08bl 

BLASTX 

g541816 

984 

l.Oe-107 

245 

78 

protein kinase - common ice plant >gi_457 68 9_emb_CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 

280789 

108771_1.R1011 

uer700582716.hl 

BLASTX 

gl220453 

484 

2.0e-48 

158 
58 

(M7 9328) alpha-amylase [Solanum tuberosum] 
280790 

108771_2.R1011 
uC-2mflb73069g08bl 

280791 

108774_1.R1011 
uC-zmflb73069gl2bl 

280792 

108789_1.R1011 

uC-zmflmol7259c04bl 

BLASTX 

g2832643 

172 

8.0e-12 

82 

48 

{AL021710) hypothetical protein [Arabidopsis thaliana] 
280793 

108798_1.R1011 

uC-zmflMol7 007e08bl 

BLASTX 

gll74740 

739 

2.0e-78 



39156 



Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



188 
73 

DNA TOPOISOMERASE II >gi_212957 6_pir S53599 DNA 

topoisomerase II - Arabidopsis thaliana >gi_474890 (L21015) 
topoisomerase II [Arabidopsis thaliana] 

280794 

108800_1.R1011 

uC-zrtiflb73070b04bl 

BLASTX 

g2688111 

148 

8.0e-ll 

154 
29 

(AE001132) gufA protein [Borrelia burgdorferi] 
280795 

108803_1.R1011 
uC-zmflb73070b07bl 



Seq, No. 
Contig ID 
5 '-most EST 



280796 

108872_1.R1011 
uC-zmflb73071a05b3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280797 

108876_1.R1011 
uC-zmroteosinte073gllbl 

280798 

108926_1.R1011 

uC-zmflmol7285a04bl 

BLASTX 

g3875410 

245 

6.0e-36 

235 

37 

(ZB1052) Similarity to Yeast ABCIP protein (SW:ABC1_YEAST) ; 
cDNA EST yk229g8.3 comes from this gene; cDNA EST yk229g8.5 
comes from this gene [Caenorhabditis elegans] 

280799 

108939_1.R1011 
uC-zmflb73071h01b3 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280800 

108942_1.R1011 

uC-zmflmol7 301a08bl 

BLASTN 

g3821780 

35 

6.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 



39157 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280801 

108959_1.R1011 

uC- zmf lmol72 8 9d0 3bl 

BLASTX 

g3785995 

1076 

l,0e-118 

277 
80 

(AC0054 99) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280802 

108963_1.R1011 
uC-zmflmol7029h05bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280803 

108966_1.R1011 

uC-zinroteosinte015c02bl 

BLASTX 

gll70619 

597 

7.0e-72 

417 

37 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb__CAA1754 6.1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 

280804 

108970_1.R1011 

uC-2mflb73073bl2b3 

BLASTX 

g4038035 

347 

2.0e-32 

203 
42 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280805 

108979_1.R1011 

uC--zmflmol7209bllal 

BLASTN 

g2213642 

67 

4 .Oe-29 

135 
87 

Oryza sativa glossyl homolog mRNA, partial cds 



Seq. No. 

Contig ID 
5 '-most EST 



280806 

108981__1.R1011 
uC-zmflb73073cllb3 



39158 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3450842 

552 

l.Oe-56 

162 

71 

{AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No, 


280807 


Contig ID 


108997 l.RlOll 


5 '-most EST 


yyf700349966.hl 


Method 


BLASTX 


NCBI GI 


g3355487 


BLAST score 


219 


E value 


6.0e-20 


Match length 


202 




36 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 


Seq. No. 


280808 


Cnntia ID 


109015 l.RlOll 


S'-most EST 


uC-zmflb73073fl0b3 


lit; L-iiW^ 


BLASTX 


NCBI GI 


g2258469 


JDXjJikJ X O ^ W X "C- 


291 


F v;=i 1 1 1 P 

Hi V CL -1- LiN^ 


4 . Oe-26 


Match lenoth 


113 




55 


NCBI Description 


(AF009179) replication protein Al [Oryza sativa] 


Seq, No. 


280809 


Contia ID 


109040 l.RlOll 


S*-most EST 


uC-zmflb7307 3hllb3 


Seq. No. 


280810 


Pontia ID 


109071 l.RlOll 


5 ' -most EST 


wyr700239372.hl 


Method 


BLASTX 


KfPRT riT 


g3128208 


BLAST score 


257 


E value 


2.0e-22 


Match length 


91 


% identity 


52 


NCBI Description 


(AC004077) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


280811 


Contig ID 


109073 l.RlOll 


5 '-most EST 


uC-zmflb73076e03b2 


Method 


BLASTX 


NCBI GI 


gl076742 


BLAST score 


340 


E value 


9.0e-32 


Match length 


73 


% identity 


84 


NCBI Description 


cyclin - rice >gi 558621 emb CAA57555 (X82035) cyclin 



[Oryza sativa] 



39159 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280812 

109094_1.R1011 
uC-zmflb7307 6g02b2 

280813 

109129_1.R1011 

uC-zmflb73077b05b2 

BLASTX 

g4038035 

184 

2.0e-13 

52 
63 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



280814 

109183_1.R1011 
xmt700265676.hl 

280815 

109189_1.R1011 
uC-zmflb73180f08bl 

280816 

109190_1.R1011 

uC-zmflb73077h02b2 

BLASTX 

gll69544 

543 

l.Oe-55 

152 

73 

ERDl PROTEIN PRECURSOR >gi_54 185 9_pir JN0901 ERDl protein 

- Arabidopsis thaliana >gi_4 97 629_dbj_BAA04506_ {D17582) 
ERDl protein [Arabidopsis thaliana] 

280817 

109194_1.R1011 
ymt700220416.hl 

280818 

109244_1.R1011 

cyk700051421.fl 

BLASTX 

g2262113 

301 

5.0e-27 

75 

77 

(AC002343) unknown protein [Arabidopsis thaliana] 
280819 

109251_1.R1011 
uC-zmflb73078f07b2 



39160 



Seq. No. 280820 

Contig ID 109289_1 , RlOll 

5'-most EST ymt700219670 .hi 

Method BLASTX 

NCBI GI gl841864 

BLAST score 159 

E value l.Oe-10 

Match length 54 

% identity 54 

NCBI Description (U87108) nucleic acid binding protein [Trypanosoma 
equiperdum] 



Seq. No. 


280821 


Contig ID 


109289__5. RlOll 


0 "iriOSt iiiOi 




Seq. No. 


280822 


Contig ID 


109289_6. RlOll 


0 -most EST 


raz /UiloUoDo.ni 


Seq. No. 


280823 


Contig ID 


109293_1. RlOll 


0 -most Lb 1 


xmn /uu^o4ii / . ni 


Seq. No. 


O O AO O /I 


Contig ID 


luyjuy i.RiUli 


o -mosc bb 1 


uc— zmriD / jU / yauoDz 


Seq. No. 


o Q ri Q o c 


concig lu 


luyjiz i.Kiuli 


o iu^ou HjO 1 




Seq. No. 


280826 


Contig ID 


109317 1. RlOll 


5 '-most EST 


uC-zmfIb73079e02b2 


Seq. No. 


280827 


Contig ID 


109324 1. RlOll 


5 '-most EST 


uC-zmflb73205el0b2 


Seq. No. 


280828 


Contig ID 


109338 1. RlOll 


5 '-most EST 


uC-zmflb73079g01b2 


Method 


BLASTX 


NCBI GI 


g2829910 


BLAST score 


750 


E value 


9.0e-80 


Match length 


194 


% identity 


28 



NCBI Description (AC002291) Unknown protein, contains regulator of 

chromosome condensation motifs [Arabidopsis thaliana] 

Seq. No. 280829 

Contig ID 109349_1 . RlOll 

5 '-most EST uC-zmf Ib73079h02b2 

Seq. No. 280830 



39161 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109351_1.R1011 

xsy700214859.hl 

BLASTX 

g3212865 

893 

2.0e-96 

241 

70 

(AC004005) unknown protein [Arafoidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280831 

109358_1.R1011 

uC-zmflb73080a04b2 

BLASTX 

g3549665 

366 

l.Oe-34 

155 

52 

(AL031394) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280832 

109364^1. RICH 
uC-zmflb73080alOb2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280833 

109374_1.R1011 

uC- zmf lmol7 2 92c0 9al 

BLASTX 

g2244973 

809 

l.Oe-88 

533 
39 

(Z97340) similarity to extensin class 1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280834 

109385_1.R1011 
pwf700321631.hl 



Seq. No, 
Contig ID 
5 '-most EST 



280835 

109390_1.R1011 
uC-zmflb73080d02b2 



Seq. No. 
Contig ID 
5 '-most EST 



280836 

109423_1.R1011 
uC-zmflb73080g06b2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



280837 

109429_1.R1011 

uC-zmflmol7201a06bl 

BLASTX 

g2529677 

501 

l.Oe-64 

180 



39162 



I identity 

NCBI Description 



69 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280838 

109436_1.R1011 
uC-2mflb73080h09b2 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280839 

109444_1,R1011 

uC-zmflb73149f09bl 

BLASTX 

g3184291 

386 

6.0e-37 

251 
39 

(AC004136) putative DNA polymerase III gamma subunit 
[Arabidopsis thaliana] 

280840 

109446^1. RlOll 
uC-2mflb73083a08b2 



Seq. No. 
Contig ID 
5 '-most EST 



280841 

109448_1.R1011 
nbm700474233.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280842 

109453_1.R1011 
uC-2mflb73083b06b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



280843 

109456__1.R1011 

uC-2mflMol7084a06bl 

BLASTX 

g218179 

1124 

l.Oe-123 

250 
92 

(D10207) H-ATPase [Oryza sativa] >gi_4 4 4 339_prf_ 
ATPase [Oryza sativa] 

280844 

109463_1.R1011 
uC-2mflb73083c06b2 



1906387A H 



Seq. No. 
Contig ID 
5 '-most EST 



280845 

109469_1.R1011 
uC-2mfib73083d02b2 



Seq. No. 

Contig ID 
5 • -most EST 



280846 

109472_1.R1011 
uC-2mflm017233c09bl 



Seq. No. 



280847 



39163 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109472_2.R1011 

uC-zmflb73083d05b2 

BLASTX 

g2408029 

177 

3.0e-18 

158 
34 

(Z99162) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



280848 

109486_1.R1011 
tzu700205368.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280849 

109505_1.R1011 
uC-zmflb73083g07b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280850 

109525_1.R1011 

uer700580909.hl 

BLASTX 

g3335348 

370 

4.0e-35 

113 

65 

(AC004512) T8F5.20 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280851 

109527_1.R1011 
uC-zmrob73050d04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



280852 

109532_1.R1011 

uC-zmflb73084b09b2 

BLASTX 

g3047114 

313 

l.Oe-28 

171 

39 

(AF058919) No definition line found [Arabidopsis thaliana] 
280853 

109534_1.R1011 
uC-zmflb73084bllb2 



Seq. No. 
Contig ID 
5 '-most EST 



280854 

109534_2.R1011 
uC-zmflmol7339d09al 



Seq. No. 

Contig ID 
5 '-most EST 



2B0S55 

109540_1.R1011 
uC-zmflb73084cG6b2 



Seq. No. 



280856 



39164 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109552_1.R1011 

uC-zmflb73084d06b2 

BLASTX 

g4455199 

259 

3.0e-22 

134 

46 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280857 

109575_1.R1011 

uC-zmflmol7067cllal 

BLASTX 

g4371296 

277 

3.0e-24 
117 
51 

(AC006260) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



280858 

109586_1.R1011 
uC-zmflb73084h06b2 



Seq. No. 

Contig ID 
5 '-most EST 



280859 

109597_1.R1011 
xmt700267033.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280860 

109609_1.R1011 

uC-zmflb73218g08b2 

BLASTX 

g2739168 

590 

8.0e-61 

244 

45 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



280861 

109673_1.R1011 
hvj700623774 .hi 



Seq. No. 
Contig ID 
5 '-most EST 



280862 

109681_1.R1011 
uC-zmflb73216a03b2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



280863 

109691_1.R1011 

uC-zmflb73086e03b2 

BLASTX 

g4585872 

342 

5.0e-32 



39165 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



118 
56 

(AC005850) 



Hypothetical protein [Arabidopsis thaliana] 



280864 

109695_1.R1011 

xjt700095157.hl 

BLASTX 

g4432839 

527 

2.0e-53 

171 

61 

(AC006283) unknown protein [Arabidopsis thaliana] 
280865 

109730_1.R1011 
uC-2mflb73088a09b2 



Seq. No. 
Contig ID 
5 '-most EST 



280866 

109742__1.R1011 
nbm700465112.hl 



Seq. No. 
Contig ID 
5 '-most EST 



280867 

109742_2.R1011 
uC-2mflb73170bl2b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



280868 

109743_1.R1011 

xsy700214471.hl 

BLASTX 

g542058 

254 

6,0e-39 

192 
50 

HSR203J protein - common tobacco >gi_44 4002_emb__CAA54 393_ 
{X77136) HSR203J [Nicotiana tabacum] 

280869 

109777_1.R1011 

uC-2mroteosinte074f01bl 

BLASTX 

g3135672 

182 

6.0e-13 

113 

43 

(AF06407 0) putative l-acyl-sn-glycerol-3-phosphate 
acyltransf erase [Burkholderia pseudomallei] 

280870 

109783_1.R1011 

uC-2mflb73195h06bl 

BLASTX 

g4582446 

342 



39166 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



6.0e-32 

142 

50 

{AC007071) putative RING finger protein [Arabidopsis 
thaliana] 

280871 

109783_2.R1011 
uC-zmflb73260dllb2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280872 

109792_1.R1011 

tfd700574322,h2 

BLASTX 

g3283051 

546 

7.0e-56 

172 

59 

(AF053977) cell division cycle protein 23 [Homo sapiens] 
>gi_4519431_dbj_BAA75628.1_ (AB011472) CDC23 [Homo sapiens] 

280873 

10980B_1.R1011 

uC-zmflb73091cl2b2 

BLASTX 

g3885328 

800 

2.0e-B5 

202 
75 

(AC005623) putative serine /threonine protein kinase 
[Arabidopsis thaliana] 

280874 

109819_1.R1011 

uC-zmflb73091e02b2 

BLASTX 

gll2837 

399 

l.Oe-38 
148 

51 

NAD(P)H DEPENDENT 6 ' -DEOXYCHALCONE SYNTHASE 

>gi_99953_pir S14222 reductase - soybean 

>gi 18728 emb CAA39261 (X55730) reductase [Glycine max] 



280875 

109824_1.R1011 

uC-zmflb73091e07b2 

BLASTX 

g730431 

149 

2.0e-09 

113 
33 

PERIODIC TRYPTOPHAN 



PROTEIN 2 >gi_626864_pir S44226 ?m2 



39167 



Seq. No. 

Contig ID 
5 '-most EST 



protein - yeast (Saccharomyces cerevisiae) 
>gi_475231_enib_CAA55558_ (X78964) periodic tryptophan 
protein 2 [Saccharomyces cerevisiae] 
>gi_1907198_emb_CAA42286_ (X59720) YCR057c, len:923 
[Saccharomyces cerevisiae] 

280876 

109825_1.R1011 
uC-zmflb73091e08b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



280877 

109831_1.R1011 

uC-zmflb73091f02b2 

BLASTX 

g3367592 

295 

5.0e-35 

141 

57 

(AL031135) putative protein [Arabidopsis thaliana] 
280878 

109839_1.R1011 
uC-zmflb73091fl0b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280879 

109840_1.R1011 

ymt700219656.hl 

BLASTX 

gl708095 

199 

3.0e-15 

60 

60 

DNA GYRASE SUBUNIT B >gi_1107468 (L27512) gyrase B 
[Mycobacterium tuberculosis] 

280880 

109858__1.R1011 

fdz701163830.hl 

BLASTX 

gl353157 

201 

3.0e-17 

152 

37 

HYPOTHETICAL 108.5 KD PROTEIN R06F6.2 IN CHROMOSOME II 
>gi_3878900_emb_CAA86774_ (Z46794) similar to vacuolar 
biogenesis protein (pep5) ; cDNA EST EMBL:D27614 comes from 
this gene; cDNA EST SMBL:D34974 comes from this gene 
[Caenorhabditis elegans] 



Seq, No. 
Contig ID 
5 '-most EST 



280881 

109863_1.R1011 
uC-zmflb73092a04b2 



Seq. No. 



280882 



39168 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109896_1.R1011 

uC-zmflb73092d04b2 

BLASTX 

g4580395 

313 

9.0e-29 

153 

41 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280883 

109910_1.R1011 
uC-zmflb73092e07b2 



Seq. No. 

Contig ID 
5 '-most EST 



280884 

109917_1.R1011 
uC-zmflb73092f04b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280885 

109917_2.R1011 

uC-zmflmol7171bl0bl 

BLASTX 

g2589164 

488 

6.0e-49 

127 

76 

{D88452) aldehyde oxidase-2 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280886 

109926_1.R1011 

fC-zmle700444419f8 

BLASTX 

g3335375 

858 

l.Oe-92 

172 
93 

(AC003028) putative amidase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280887 

109926__2.R1011 

uC-zmflb73092g02b2 

BLASTX 

g3335375 

649 

5.0e-68 

138 
87 

(AC003028) putative amidase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 ' -most EST 



280888 

109929_1.R1011 
uC-zmflb73092g05b2 



Seq. No, 



280889 



39169 



Contig ID 


109929 2.R1011 




0 — most: ttoi 


gct701174178.hl 




Seq. No. 


280890 




Contig ID 


109950 l.RlOll 




D -most bo 1 


uC~2mroteosinte095e02b2 


Seq. No. 


280891 




Lontig lu 


109965 l.RlOll 




3 mo SI- HjDI 


uC-zraroteosintel08h08b3 


Method 


DT 7i QTV 

ri-LAo 1 A 




NCBI GI 


g4 4 ODZ 




BLASl score 


855 




E value 


5.0e-92 




Matcn lengtn 


196 




% identity 


76 




NCBI Description 


(AL035528) putative 


proti 


Seq. No. 


280892 




Lontig lu 


109969 l.RlOll 




0 -most Lio 1 


uC-2mflb73093d01b2 






BLASTX 




NCBI GI 


g4432794 




BLAST score 


410 




E value 


5.0e-40 




Match length 


163 




% identity 


47 




NCBI Description 


{AC006437) putative 


Tnp2 



[Antirrhinum ma jus] [Arabidopsis thaliana] 

Seq. No. 280893 

Contig ID 109988_1 .RlOll 

5 '-most EST uC-zmf Ib73093el0b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280894 

109989_1,R1011 

pmx700084435,hl 

BLASTX 

g4582457 

284 

l.Oe-25 

62 
74 

(AC007071) putative zinc finger protein [Arabidopsis 
thaliana] 

280895 

109990_1,R1011 

uC-2mflmol7312b04bl 

BLASTX 

g3451066 

209 

2.0e-16 

100 

44 

(AL031326) hypothetical protein [Arabidopsis thaliana] 



39170 



Seq. No. 


280896 


Contig ID 


109999 l.RlOll 








z 0 u 0 -? / 






O lUOSL lilO i 


-h 7n7nn9^ni ^^R hi 


Q o "M 
D c • i\) vJ • 


o U O -/ o 


Cnnt i rr TO 


110009 1 RlOll 




n p _ r.rn f Th7 ^ n Q ^h 0 (=;h? 


Method. 


BLASTX 


NCBI GI 


g4140326 


BLAST score 


600 


E value 


5.0e-62 


Match length 


224 


% identity 


52 


NCBI Description 


(AL031282) dJ283E3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



6.1 (PUTATIVE novel protein similar to 
many (archae) bacterial, worm and yeast hypothetical 
proteins) [Homo sapiens] 

280899 

110019_1. RlOll 

uC-zmflb73094al0b2 

BLASTX 

g4539453 

204 

8.0e-16 

57 
63 

(AL049500) putative protein [Arabidopsis thaliana] 
280900 

110027_1. RlOll 
uC-zmflmol7058a01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280901 

110036_1. RlOll 

uC-zmflmol7320dl2bl 

BLASTX 

gl621268 

368 

4.0e~35 

111 

66 

(Z81012) unknown [Ricinus communis] 
280902 

110037_1. RlOll 

pmx700086046.hl 

BLASTX 

g4115388 

782 

4.0e-83 

300 
51 

(AC005967) putative prolylcarboxypeptidase [Arabidopsis 



39171 



thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



280903 

110037_2.R1011 
uC-zmflb73125e02al 

280904 

110041_2.R1011 
fwa700097034.hl 

280905 

110048_1.R1011 

uC-zmflb73208b07bl 

BLASTX 

g2292917 

469 

7.0e-47 

138 
64 

(X99851) galactokinase [Arabidopsis thalxana] 
280906 

110058_1.R1011 
uC-zmflb73094g05b2 

280907 

110071_1.R1011 
uC-2mflmol7338e09bl 

280908 

110084_1.R1011 
xmt700265640,hl 

280909 

110105_1.R1011 

uC-zmflb73095f07bl 

BLASTX 

g3763932 

758 

7.0e-81 

155 
92 

(AC004450) putative protein kinase [Arabidopsis thaliana] 
280910 

110112_1.R1011 
uC-zmflb73095g05bl 

280911 

110114_1.R1011 

uC-zmflb73095g07bl 

BLASTX 

g3176874 

363 

3.0e-34 

274 
34 



39172 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(AF065639) cucumi sin- like serine protease [Arafoidopsis 
thaliana] 

280912 

110119_1.R1011 
uC-zmflmol7 058f08bl 



Seq. No. 
Contig ID 
5 '-most EST 



280913 

110123_1.R1011 
nbm700473706.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



280914 

110137_1.R1011 

uC-zmflb73096e09bl 

BLASTX 

g4006878 

219 

l.Oe-24 

105 

61 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
280915 

110148_1.R1011 

uC-zmflb73096e07bl 

BLASTX 

g3581838 

195 

8.0e-31 

217 
40 

(AL031541) putative secreted arabinosidase [Streptomyces 
coelicolor] 

280916 

110158__1.R1011 
xyt700343455.hl 

280917 

110168_1.R1011 
uC-zmflb73096gllbl 

280918 

110174__1.R1011 

uC-zmflb73165g09b2 

BLASTX 

g3831440 

223 

4.0e-18 

109 
46 

(AC005819) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_441594 6_gb_AAD2017 6_ (AC006418) putative cytochrome 
P450 [Arabidopsis thaliana] 

280919 

110185 l.RlOll 



39173 



5* -most EST 



tfd700576635,hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5* -most EST 



280920 

110204_1.R1011 
wyr700237883.hl 

280921 

110211_1.R1011 
uC-zmflb73097e06]ol 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



280922 

110211_2.R1011 
fC-zmle700440692r4 

280923 

110216_1.R1011 

kem700610884.hl 

BLASTX 

g2245070 

306 

2.0e-27 

248 

32 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
280924 

110226_1.R1011 
uC-zmflmol7193b01bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



280925 

110226_2.R1011 
uC-zmflb73097g03bl 

280926 

110230_1.R1011 

pmx700091635.hl 

BLASTX 

g4263784 

813 

5.0e-87 

201 
76 

(AC006068) putative glycogenin-2 protein [Arabidopsis 
thaliana] 

280927 

110239_1.R1011 
uC-zmrob73075f01bl 

280928 

110248_1.R1011 

uC-zmflMol7004e08bl 

BLASTX 

gl399277 

285 

2.0e-25 

121 



39174 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



46 

(U31836) calmodulin-domain 
[Arabidopsis thaliana] 

280929 

110258_1.R1011 
uC-2mflb73098b07bl 

280930 

110259_1.R1011 

xjt700094673.hl 

BLASTX 

g3057120 

487 

3.0e-50 

167 

57 

(AF023159) starch synthase 
280931 

110266__1.R1011 
pwr700451030.hl 

280932 

110269_1.R1011 
hbs701181362.hl 

280933 

110272_1.R1011 

uC-2mflb73098cl0bl 

BLASTX 

g3955021 

460 

9.0e-46 

112 
79 

{AJ010811) HB2 homeodomain 
Populus tremuioides] 

280934 

110272_2.R1011 

uC-2mflmO17084d02bl 

BLASTX 

g3955021 

263 

6.0e-23 

109 

53 

(AJOlOBll) HB2 homeodomain 
Populus tremuioides] 

280935 

110279_1.R1011 

ymt700223810.hl 

BLASTX 

g4063748 

365 

39175 



protein kinase CDPK isoform 7 



DULLl [Zea mays] 



protein [Populus tremula x 



protein [Populus tremula x 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



7.0e-35 

94 

68 

(AC005851) 



unknown protein [Arabidopsis thaliana] 



280936 

110282_1.R1011 
uC-zmflm017211b07bl 

280937 

110282_2,R1011 
uC-zmflb73098d09bl 

280938 

110289_1.R1011 

uC-2mflb73098e05bl 

BLASTX 

g2494034 

378 

2.0e-36 

117 
61 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 

280939 

110312_1.R1011 

uC-zmflb73213gllbl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
280940 

110329_1.R1011 
uC-zmflmol7175h08bl 

280941 

110331__1.R1011 
uC-zmflb73099b04bl 

280942 

110341_1.R1011 
uC-zmflb73099c04bl 

280943 

110357_1.R1011 
uC-zmflmol7122gllal 

280944 

110364_1.R1011 
uC-zmflmol7375c08al 



39176 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3128203 

159 

2.0e-10 

40 

80 

(AC004521) unknown protein [Arabidopsis thaliana] 
280945 

110372_1.R1011 
uC-zinflb73099f06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



280946 

110399_1.R1011 

uC~zmflmol7294d07bl 

BLASTX 

g4138912 

285 

2.0e-25 

75 

64 

(AF059487) expansin precursor [Lycopersicon esculentum] 
280947 

110399_2.R1011 

uC-zmflb73100a03bl 

BLASTX 

g4138912 

225 

2.0e-18 

57 
65 

(AF059487) expansin precursor [Lycopersicon esculentum] 
280948 

110407_1.R1011 
uC-zmflb73100b02bl 



Seq. No. 

Contig ID 
5 '-most EST 



280949 

110413_1.R1011 
uwc700154332.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



280950 

110415_1.R1011 

uC- zmf Imo 1 7 30 9g0 5b 1 

BLASTX 

g3785991 

770 

l.Oe-92 

226 
71 

(AC005560) putative MAP kinase [Arabidopsis thaliana] 
280951 

110420_1.R1011 

uC-zmflb73100c03bl 

BLASTX 



39177 



NCBI GI 


gl853968 


BLAST score 


246 


F. Vri 1 1 ] 
JJj V d. J_ w 


4 . Oe-21 


Match length 


79 


% identity 


65 


NCBI Description 


(D88121) CPRD12 protein 


Seq. No. 


280952 


Contig ID 


110423 l.RlOll 


5 '-most EST 


uC-zmflb73100c06bl 


Sea. No. 


280953 


Contig ID 


110430 l.RlOll 


5 '-most EST 


xjt700094428 .hi 


Seq. No. 


280954 


Contig ID 


110436 l.RlOll 


5 ' -most EST 


uC-zmflb7327 9e05a2 


Method 


BLASTX 


NCBI GI 


g322774 


BLAST score 


552 


E value 


2,0e-56 


M3l~r"h 1 pncrth 


240 




46 


NPRT Dp '^r'Ti dI" "i on 


cvtochrome P450 PET-1 - < 




>ai 287909 emb CAAS04 42 




V h \/b r T d s 1 


Spa No 


280955 


Contig ID 


110440 l.RlOll 


5 '-most EST 


uC-zmf Ib73150g05bl 


Mp1" hod 


BLASTX 


NCBI GI 


gll72704 


BLAST score 


306 


E value 


8.0e-28 


Match length 


161 


% identitv 


41 


NCBI Description 


PEPTIDE TRANSPORTER PTR2- 




>gi 633940 (L39082) tran; 




tha liana ] >gi_4 40678 6_gb 




transport protein PTR2— B 


Sea No 


280956 


font in ID 


110449 1 RlOll 


'S'-most EST 


uC-zmfTmol7312f lObl 


O C * L\ W . 


280957 


Contig ID 


110454 l.RlOll 


5 '-most EST 


ntr700076889,hl 


Method 


BLASTX 


NCBI GI 


g2864618 


BLAST score 


251 


E value 


2.0e-21 


Match length 


57 


% identity 


74 



garden petunia (fragment) 
(X71130) P450 hydroxylase [Petunia 



(AC006532) histidine 



NCBI Description (AL021811) putative protein [Arabidopsis thaliana] 



39178 



II 



Seq. No. 

Contig ID 
5^ -most EST 



280958 

110471_1.R1011 
uC-zmflmol7241d01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280959 

110483_1.R1011 

ymt700219603.hl 

BLASTX 

g2498329 

179 

4.0e-13 

81 

52 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (036433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (056141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 

280960 

110484_1.R1011 

uC-zmflb73114a09bl 

BLASTX 

g3522956 

331 

l.Oe-30 

129 

44 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

280961 

110492^1. RICH 
uC-zmflb73114b09a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



280962 

110494__1.R1011 

uC-zmflb73114bllbl 

BLASTX 

g4490327 

320 

2.0e-29 

162 

42 

(AL035656) hypothetical protein [Arabidopsis thaliana] 
280963 

110495_1.R1011 
uC-zmrob73080gl0bl 

280964 

110579_1.R1011 
uC-zmflb73201c06bl 



39179 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280965 

110583_1,R1011 

uC- zmf Imo 17235b07bl 

BLASTX 

g464900 

288 

2.0e-25 

221 

33 

PUTATIVE KINASE-LIKE PROTEIN TMKLl PRECURSOR 

>gi_539008_pir S3947 6 kinase-like transmembrane protein 

TMKLl precursor - Arabidopsis thaliana 
>gi_313190_emb_CAA51385_ (X72863) TMKLl [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280966 

110601_1.R1011 

uC-zmflb73116f02b2 

BLASTX 

g3650037 

308 

3.0e-44 

132 

67 

(AC005396) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280967 

110650_1.R1011 
fdz701166701.hl 



Seq, No. 
Contig ID 
5 '-most EST 



280968 

110657_1.R1011 
wyr700237276,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280969 

110684_1.R1011 

uC-zmflb73117e07b2 

BLASTX 

g2191136 

171 

5.0e-12 
117 

38 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H7 6538; coded for by A. thaliana cDNA H7 6290 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



280970 

110686_1.R1011 

uC-zmflb73117e09b2 

BLASTX 

gl723687 

232 

6.0e-19 

232 



39180 



# 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31 

HYPOTHETICAL 140.5 KD PROTEIN IN CTT1-PRP31 INTERGENIC 

REGION >gi_2132603_pir S64385 probable membrane protein 

YGR090W - yeast {Saccharomyces cerevisiae) 
>gi_1323133_emb__CAA97093_ (272875) ORE YGR090w 
[Saccharomyces cerevisiae] 

280971 

110693_1.R1011 

uC-zmroteosinte015cl2bl 

BLASTX 

g3928084 

182 

3.0e-13 

109 

39 

(AC005770) 
thaliana] 



retrotransposon-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



280972 

110694_1.R1011 

uC-zmflb73181a07b2 

BLASTX 

g4455293 

153 

6.0e-10 

108 

46 

(AL035528) putative protein [Arabidopsis thaliana] 
280973 

110694_2.R1011 
uC-zmflb73117f06b2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



280974 

110709_1.R1011 
uC-zmflmol7043e05al 

280975 

110715_1.R1011 

uC-zmrob73066f09bl 

BLASTX 

g2852449 

190 

5.0e-14 

100 
42 

(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

280976 

110725_1.R1011 
uC-zmflb73118a04bl 



Seq. No. 
Contig ID 
5 '-most EST 



280977 

110728_1.R1011 
uC-zmflb73118a07bl 



39181 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2130099 
576 

l.Oe-59 
151 
74 

acetyl-CoA carboxylase (EC 6.4.1.2) 



wheat >gi_514306 



(U10187) acetyl-CoA carboxylase [Triticum aestivum] 
280978 

110731_1.R1011 

fC-zmst700335606f4 

BLASTX 

g4539452 

500 

l.Oe-50 

143 
66 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

280979 

11G751_1.R1011 
uC-zmflb73344f05a2 

280980 

110752_1.R1011 

nbm700478036.hl 

BLASTX 

g2191148 

163 

4.0e-12 

138 

40 

(AF007269) A_IG002N01 . 28 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



280981 

110761_1.R1011 
uC-zmflb73118d09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280982 

110790_1.R1011 
wyr700243238.hl 

280983 

110798_1.R1011 

uC-zmflmol707 9a04bl 

BLASTX 

gl076746 

576 

2.0e-59 

151 

77 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb_CAA47 948_ (X67711) heat shock protein 70 

[Oryza sativa] 



39182 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280984 

110806_1.R1011 

uC-2mflb73118hl2bl 

BLASTX 

g4586107 

388 

l,0e-57 

182 
14 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280985 

110837_1,R1011 

uC-2mflb73119cl2bl 

BLASTX 

g3676473 

201 

2.0e-15 

104 

47 

{AF053886) (R) - (+) -mandelonitrile lyase isoform MDL5 
precursor [Prunus serotina] 



Seq. No, 

Contig ID 
5 '-most EST 



280986 

110868_1.R1011 
uC-2mflb73119g03bl 



Seq. No, 

Contig ID 
5 '-most EST 



280987 

110869_1.R1011 
uC-zmflb73119g05bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280988 

110879_1.R1011 

uC-2mflb73119h04bl 

BLASTX 

g3236261 

527 

l.Oe-53 

141 

69 

(AC004 684) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



280989 

110889__1.R1011 
rvl700455858.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



280990 

110902_1.R1011 

uC-2mflb73120b04bl 

BLASTX 

g4646233 

336 

2.0e-31 
146 



39183 
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BLASTX 
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g3329368 
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% identity 


55 
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Method 


BLASTX 






NCBI GI 


g2809246 






TDLiJAo I scoxe 


91 A 
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E value 


4 , ue X / 






Match length 


88 






% identity 


47 






iMutsi uescrxpnion 


^. UUZODUJ I1Z4UX.X0 


[Arabidopsi 


Seq. No, 


280994 






Contig ID 


110945_1.R1011 
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nP- 'p'Tn-FI mnl 71 9QrTn9bi1 
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U*^ ZIUXXI_> / .3ZOUd.UOJ3Z 






■M Q 4- ,-1 


BLASTX 






NCBI GI 


g3258314 






BLAST score 


294 






E vslu© 


3.0e-26 






Nancn xenyTLu 


162 






% identity 


35 






NCBI Descrxptxon 


(AP000007) 432aa long hypotheti( 




horikoshii] 






beq . iMo , 


280997 








110968 l.RlOll 






5 '-most EST 


zuv700354463.hl 






Method 


BLASTX 






NCBI GI 


g3360289 






BLAST score 


318 






E value 


3.0e-29 






Match length 


118 







39184 



II 



% identity 

NCBI Description 



52 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [2ea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



280998 

110970_1.R1011 

ntr700076326.hl 

BLASTX 

g2190553 

221 

4.0e-18 

75 
55 

(AC001229) Strong similarity to Arabidopsis 
zeta-crystallin-like protein {gb_Z49268) . [Arabidopsis 
thaiiana] 

280999 

110973_1.R1011 
uC-2mflmol734 2gl0al 

281000 

110982_1.R1011 
xmt700266226.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281001 

110992_1.R1011 

uC-2mflb73124d04bl 

BLASTX 

g4567228 

197 

5.0e-15 

94 

50 

(AC007119) unknown protein [Arabidopsis thaiiana] 
281002 

111003_1.R1011 

ymt700222844.hl 

BLASTX 

g4510349 

174 

5.0e-12 

82 

50 

(AC006921) putative bZIP transcription factor [Arabidopsis 
thaiiana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



281003 

111003_2.R1011 
nwy700446957.hl 

281004 

111014_1.R1011 
ceu700433102.hl 
BLASTX 
g282995 



39185 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174 

2.0e-12 

68 

54 

seed protein B32E - barley (fragment) 

>gi_1345530_emb_CAA4 5538_ (X64254) B32E [Hordeum vulgare] 
281005 

111042_1,R1011 

ymt700221153.hl 

BLASTX 

g2911070 

632 

7.0e-66 

249 

52 

(AL021960) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281006 

111047_1.R1011 
uC-zmflb73126c09bl 



Seq, No. 
Contig ID 
5 '-most EST 



281007 

111055_1.R1011 
uC-zmflb73126d09bl 



Seq, No. 
Contig ID 
5 '-most EST 



281008 

111058_1.R1011 
xmt700265120.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281009 

111075_1.R1011 
nbm700471983.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281010 

111077_1,R1011 
ypc700800595.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



281011 

111101_1.R1011 

fC-zmfl700351289fl 

BLASTX 

g3176662 

647 

8,0e~68 

171 

65 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

281012 

111107_1.R1011 

uC-zmflmol7201ellbl 

BLASTX 

gl730629 

204 

7.0e-16 



39186 



Match length 92 
% identity 51 

NCBI Description HYPOTHETICAL 43,0 KD PROTEIN B0361.6 IN CHROIXLOSOME III 

>gi_458954 (U00031) similar to H. marismortui hypothetical 
23 •! kd protein in HMAL3 5^ region [Caenorhabditis elegans] 



Sea No 


281013 


Contig ID 


111108 l.RlOll 


5 '-most EST 


uC-zmflb73128d03bl 


D e g . In Q . 


Z 0 ± U X 'i 




111119 1 Pi nil 


D lUOSU iIjOI 


■nr"— -7 m-FTv> 7*^1 9Rori1'K1 


L it: Li iL/U. 








rsijf-io 1 score 


1 f^9 




7 n<=i-i 1 

r • u t; XX 


iria.L.uri ieng uii 


1 7 R 


% identity 


30 


NCBI Description 


(AB014591) KIAA0691 protein [Homo sapiens] 


beg. NO. 


Zo xUxO 


uonrig iu 


11110/1 1 Dir\ii 
lxxxZ4 l.KxUxl 


0 -most IijoI 


uC-zmroteosinteUUocUoDi 


Method 


rlljAb 1 A 




gz oo4 o / u 


BLiAbi score 


til A 


Hi vaxue 


n^ — Qfi 
D . ue "u 


i^lc^L.L^ii -LtrliyLii 


1 

X O -J 


% identity 


92 


NCBI Description 


(AF015302) RbohAOsp [Oryza sativa] 


beg. Mo. 


o Q 1 ri 1 


uontiig iu 


11110/1 o "Dir^ii 


C ? mv^^4~ TOT* 
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^ iQenTZity 


7 7 


NCBI Description 


(AF015302) RbohAOsp [Oryza sativa] 


beg. JNO . 


9 Q 1 n 1 7 


P'on'h T rr TO 
^LJii 1 Ly J.U 


111197 1 Pini1 

XXXXii/ X.IaXWXX 


5 '-most EST 


uC-zmfIb73128f06bl 


Method 


BLASTX 


NCBI GI 


g2832629 


BLAST score 


252 


E value 


2.0e-21 


Match length 


207 


% identity 


33 


NCBI Description 


(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 




thaliana] 


Beg. No. 


281018 


Contig ID 


111129_1.R1011 



39187 



II 



5 '-most EST 


tzu700205961.hl 


Method 


BLASTX 


NCBI GI 


go i oOy / ^ 


BLAST score 


248 


E value 


2.0e-21 


Match length 


83 


% identity 


58 


NCBI Description 


(AC005560) putative 


Seq. No. 


281019 


Contig ID 


111133 l.RlOll 


5 '-most EST 


uC-zmflb73128g07bl 


Method 


BLASTX 


NCBI GI 


g4 H oyuzo 


BLAST score 


355 


E value 


8.0e-34 


Match length 


90 


% identity 


73 


NCBI Description 


(AL035602) putative 


Seq. No. 


281020 


Contig ID 


111133 2.R1011 


5 '-most EST 


pmx700083803.hl 


Method 


BLASTX 


NCBI GI 




BLAST score 


355 


E value 


7.0e-34 


Match length 


82 


% identity 


78 


NCBI Description 


{AL035602 ) putative 


Seq. No. 


281021 


Contig ID 


111133 3.R1011 


5 '-most EST 


yyf700347836.hl 


Method 


BLASTX 


NCBI GI 


g4 4 byuzo 


BLAST score 


279 


E value 


l.Oe-24 


Match length 


71 


% identity 


/ 0 


NCBI Description 


(AL035602) putative 


Seq. No. 


281022 


Contig ID 


111134 l.RlOll 


5 '-most EST 


xsy700213367.hl 


Seq. No. 


281023 


Contig ID 


111140 l.RlOll 


5 '-most EST 


xsy700208137.hl 


Method 


BLASTX 


NCBI GI 


g4263714 


BLAST score 


158 


E value 


6.0e-14 


Match length 


65 


% identity 


73 


NCBI Description 


{AC006223) putative 




thaliana] 



[Arabidopsis thaliana] 



thaliana] 



39188 



Seq. No. 

Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5^ -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 » -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281024 

111143_1.R1011 
uC-zmflb73192h05bl 

281025 

111149_1.R1011 

uC-zmflb73129c01bl 

BLASTX 

g2244772 

238 

9.0e-20 

65 

72 

(Z97335) transport protein [Arabidopsis thaliana] 
281026 

111151_1.R1011 
uC-zmflb73129c04bl 

281027 

111165_1.R1011 

pmx700082211.hl 

BLASTX 

g2618698 

1149 

l.Oe-126 

363 

61 

(AC002510) unknown protein [Arabidopsis thaliana] 
281028 

111182_1.R1011 
xsy700214870.hl 

281029 

111188_1.R1011 
uC-zmflb7 312 9h05bl 

281030 

111190_1.R1011 

uC-zmflb73129h07bl 

BLASTX 

g3885334 

253 

l.Oe-21 



52 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



281031 

111199_1.R1011 
xjt700093981.hl 

281032 

111219 l.RlOll 



39189 



# 



5 '-most EST 



uC- zmrob7 3 0 8 0d02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



281033 

111221_1.R1011 

uC-zinflfo73132d06bl 

BLASTX 

gl076289 

200 

2.0e-15 

48 
73 

amino acid permease AAP5 
>g i_6 0 8 6 7 3_emb_CAA5 4 6 3 2_ 
[Arabidopsis thaliana] 

281034 

111227_1.R1011 
uC-zmflb73132e03bl 



- Arabidopsis thaliana 
(X77501) amino acid permease 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281035 

111248_1.R1011 

xyt700345535.hl 

BLASTX 

g3877656 

242 

3.0e-20 

140 

35 

(Z72511) similar to nucleotide translocator [Caenorhabditis 
elegans] 



Seq. No. 

Contig ID 
5 '-most EST 



281036 

111251_1.R1011 
uC-zmflmol7054dl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



281037 

111265^2. RlOll 

xsy700209962.hl 

BLASTX 

g2880043 

891 

l.Oe-114 

335 

61 

(AC002340) putative 3 -hydroxyisobutyryl -coenzyme A 
hydrolase [Arabidopsis thaliana] 

281038 

111271_1.R1011 
clt700043517.fl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



281039 

111273_1.R1011 

uC-zmflb73134cllbl 

BLASTN 

g2352794 

41 



39190 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



8.0e-14 

69 

90 

2ea mays retinoblastoma-related protein 1 
complete cds 

281040 

111282_1.R1011 
uC-zmflb73134bl0a2 



(RRBl) mRNA, 



Seq. No. 
Contig ID 
5* -most EST 



281041 

111292_1.R1011 
uC-zmflb73134d01bl 



Seq. No. 

Contig ID 
5 '-most EST 



281042 

111297_1.R1011 
uC-zmflb731B2c03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281043 

111298_1.R1011 

uC-zmflb73134e03bl 

BLASTX 

gl491638 

255 

6.0e-22 

110 
45 

(X99922) male sterility protein 2 



[Brassica napus] 



Seq. No. 
Contig ID 
5 '-most EST 



281044 

111302_1.R1011 
uC-zmflb73134f02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281045 

111329_1.R1011 

uC-zmflb73136b01bl 

BLASTX 

g3668093 

204 

8.0e-16 

159 

33 

(AC004 667) unknown protein [Arabidopsis thaliana] 
281046 

111339_1.R1011 
uC-zmflb73136d02bl 



Seq. No, 

Contig ID 
5 '-most EST 



281047 

111374_1.R1011 
uC-zmflb73136f03bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



281048 

111382_1.R1011 

uC-zmflb73136g01bl 

BLASTX 

g2952433 



39191 



BLAST score 


466 


TP TT" T IT 

xij va.xue 




Match length 


1 DO 


% identity 


63 


NCBI Description 


(AF051135) putative ubiquitin 
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Method 


BLASTN 


NCBI GI 


g2098817 




X / X 


E value 


4 , ue !?X 


Match length 


237 


% identity 


97 


LN^^^rsx uescx xpt XUIl 




Seq. No* 


281051 


Contig ID 


lil420_l.R1011 




UU ZlLlxlD / OlJ) / DU / Dl 


Seq. No. 


281052 


Contig ID 


111426_1.R1011 


0 lUOSL JiiOX 
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NCBI GI 


g2501555 


BLAST score 


495 


E value 
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Match length 


iz / 


^ identity 


/u 


NCBI Description 


rUbolJDijili iiirUoJrUKi ~AobULlAl EjIJ 




possible apospory~associated. 


beq. INO. 


Z O X (Joo 


L/Orit_Ly ±u 


X X 1 'i Z Z.IxlUxl 


O ILl^oL. J-j kJ J. 


nr-^mfT-mnl 709Sf 1 Osl 

LLO ^ILIX XiUU X rW^^J-XWdX 


Method 


BLASTX 


NCBI GI 


g4454042 


BLAST score 


500 


E value 


l.Oe-58 


Match length 


156 


% identity 


67 



IMCBI Description (AL035394) putative protein [Arabidopsis thaliana] 



39192 



Seq. No. 
Contig ID 
5 '-most EST 



281056 

111433_1.R1011 
uC-zmflb73137cllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281057 

111443__1.R1011 

rvl700454968.hl 

BLASTX 

g282873 

442 

2.0e-43 

189 

51 

transforming protein (myb) homolog - Arabidopsis thaliana 
>gi_217859_dbj__BAA01730_ (D10936) ATMYBl protein 
[Arabidopsis thaliana] 



281058 

111465^1. RICH 

uC-zmflb73137f08bl 

BLASTX 

g467698 

166 

3.0e-ll 

91 

42 

(X78326) SUR4 [Saccharomyces 



cerevisiae 1 



281059 

111490_1.R1011 
uC-zmflb73137hllbl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281060 

111493_1.R1011 

uC-zmroteosinte064e06bl 

BLASTX 

g3152609 

163 

6.0e-ll 

71 
45 

(AC004482) 
thaliana] 



putative Su(var)3-9 protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



281061 

111494_1.R1011 
uC-zmflb73139a03bl 



Seq. No. 
Contig ID 
5 '-most EST 



281062 

111495_1.R1011 
uC-zmflb73139a04bl 



Seq. No. 
Contig ID 
5 '-most EST 



281063 

111500_1.R1011 
uC-zmflmol70 74gllal 



Seq. No. 



281064 



39193 



Contig ID 
5 '-most EST 



111502_1.R1011 
uC-2inflb73139allbl 



Seq. No, 

Contig ID 
5 '-most EST 



281065 

111511_1.R1011 
uC-2mflb73139b09bl 



Seq. No, 

Contig ID 
5 '-most EST 



281066 

111519_1.R1011 
uC-zmflb73139c08bl 



Seq. No, 
Contig ID 
5 '-most EST 



281067 

111524__1.R1011 
uC-2mflb73139d01bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



281068 

111538_1,R1011 

uC-2mflb73139e09bl 

BLASTX 

g2281705 

601 

2.0e-68 

141 

92 

(AF013979) ethylene responsive factor [Oryza sativa] 
281069 

111573_1.R1011 

hbs701181257.hl 

BLASTX 

g4455177 

245 

l.Oe-20 

93 
55 

(AL035521) putative protein [Arabidopsis thaliana] 
281070 

111592_1,R1011 
uC-zmflb73140b09bl 



Seq, No, 

Contig ID 
5 '-most EST 



281071 

111599_1.R1011 
uC-2mflmol7235el0bl 



Seq. No, 

Contig ID 
5 '-most EST 



281072 

111604__1.R1011 
uC-2mflb73140hllbl 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



281073 

111623_1,R1011 

uC-2mflb73140e06bl 

BLASTX 

g2425170 

579 

6.0e-60 

133 



39194 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



79 

(AB003195) basic class III chitinase OsChib3b [Oryza 
sativa] 

281074 

111656_1.R1011 

uC-zmflb73140h05bl 

BLASTX 

g3643608 

246 

6.0e-24 

144 
46 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
281075 

111687_1.R1011 

uC-zmflb73234h09b2 

BLASTX 

g2160694 

1233 

l.Oe-136 

294 

79 

(U73528) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 

281076 

111698_1.R1011 
uC-zmflb73141e02bl 



Seq. No. 

Contig ID 
5 '-most EST 



281077 

111714_1.R1011 
nbm700466358.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



281078 

111717_1.R1011 

uC-zmflmol7179a04bl 

BLASTX 

gl314711 

303 

l.Oe-33 

140 

59 

{U54 615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 

281079 

111739_1.R1011 

uC-zmflb73141hllbl 

BLASTX 

g4507007 

150 

1. Oe-09 

107 

37 



39195 



II 



NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



calciurn binding mitochondrial carrier superfamily member 
Aralar >gi_3559910_emb_CAA74834_ (Y14494) aralarl [Homo 
sapiens] 

281080 

111740_1.R1011 
uC-zmflb73141hl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281081 

111743_1.R1011 

uC-zmflb73142a04bl 

BLASTX 

g4539011 

153 

l.Oe-09 

138 

28 

{AL049481) putative protein [Arabidopsis thaliana] 
281082 

111745_1.R1011 

uC-zmflb73142a06bl 

BLASTX 

g3047114 

147 

9.0e-16 

94 

54 

(AF058919) No definition line found [Arabidopsis thaliana] 
281083 

111745_2.R1011 

wen700335393.hl 

BLASTX 

g3047114 

157 

2.0e-ll 

50 
67 

(AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



281084 

111745_3.R1011 

ntr700075217.hl 

BLASTX 

g3047114 

184 

7.0e-14 

101 

43 

(AF058919) No definition line found [Arabidopsis thaliana] 
281085 

111754_1,R1011 

uC-zmflb73142b04bl 

BLASTX 

g3046997 



39196 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



251 

3.0e-21 

147 

42 

(AF056718) ash211 [Homo sapiens] 
281086 

111756_1.R1011 
wyr700237505.hl 

281087 

111781_1.R1011 

nbm700473933.hl 

BLASTX 

g4467111 

803 

6.0e"86 

209 

68 

(AL035538) putative protein [Arabidopsis thaliana] 
281088 

111794_1.R1011 

xyt700344908.hl 

BLASTX 

gl353157 

250 

3.0e-21 

128 
41 

HYPOTHETICAL 108.5 KD PROTEIN R06F6.2 IN CHROMOSOME II 
>gi_3878900_emb_CAA8 6774_ (Z46794) similar to vacuolar 
biogenesis protein (pep5); cDNA EST EMBL:D27614 comes from 
this gene; cDNA EST EMBL:D34974 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281089 

111810_1.R1011 

vuK700162090.hl 

BLASTX 

g2980767 

362 

2.0e-34 

95 
69 

(AL022198) putative protein [Arabidopsis thaliana] 
281090 

111816_1.R1011 
ntr700077188.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



281091 

111832_1.R1011 
uC-zmflb73150g04bl 

281092 

111855 l.RlOll 



39197 



II 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tfd700570029.hl 

BLASTX 

g2649624 

173 

7.0e-12 

230 
28 

(AE001037) acetyl-CoA synthetase (acs-4) [Archaeoglobus 
fulgidus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281093 

111858_1*R1011 

uC-2mflmol7262e08bl 

BLASTX 

g4337195 

510 

2.0e-51 

185 
63 

(AC006403) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281094 

111858_2.R1011 
uC-2mflb73143d06bl 



Seq. No. 

Contig ID 
5 '-most EST 



281095 

111863_1.R1011 
uC-2mflb73143dl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



281096 

111869_1.R1011 
uC-2mflb73143e06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281097 

111876_1.R1011 

tzu700206595.hl 

BLASTX 

g3746059 

451 

l.Oe-44 

143 

60 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281098 

111886_1.R1011 
uC-2mflb73210b07bl 



Seq. No. 
Contig ID 
5 '-most EST 



281099 

111901_1.R1011 
uC-2mflb73143h04bl 



Seq. No. 
Contig ID 
5 '-most EST 



281100 

111904_1.R1011 
uC-zmflb73143h07bl 



39198 



# 



Seq. No. 

Contig ID 
5 '-most EST 



281101 

111908_1.R1011 
uwc700150084.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281102 

111913_1.R1011 

wuj700282113.hl 

BLASTX 

g3024577 

338 

l.Oe-31 

86 
79 

HOMEOBOX PROTEIN ROUGH SHEATH 
gene product [Zea mays] 



1 >gi 1008879 (L44133) RSI 



281103 

111944_1.R1011 

uC-2mflb73144d08bl 

BLASTX 

g4584539 

193 

l.Oe-14 

54 

63 

(AL049608) extensin-like protein [Arabidopsis thaliana] 
281104 

111948_1.R1011 

cyk700049821.fl 

BLASTX 

g2462829 

468 

l,0e-46 

203 
46 

(AF000657) unknown protein [Arabidopsis thaliana] 
281105 

111982_1.R1011 
vux700162459,hl 



Seq. No. 

Contig ID 
5 '-most EST 



281106 

111982_2.R1011 
uC-zmflb73144h03bl 



Seq. No. 

Contig ID 
5 '-most EST 



281107 

111986^2. RlOll 
fwa700100402.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



281108 

112052_1.R1011 

uC-zmflmol7306c09bl 

BLASTX 

g4490330 

1138 



39199 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-125 

226 

94 

(AL035656) 
thaliana] 



splicing factor-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



281109 

112053_1.R1011 

uC-zmflb7314 6a09bl 

BLASTX 

g3582343 

243 

2.0e-20 

92 

52 

(AC005496) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

281110 

112059_1.R1011 
uC-zmflb73146b03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281111 

112061_1.R1011 

uC-zmflb73272f02al 

BLASTX 

g542192 

246 

8.0e-21 

47 

98 

floral homeotic protein ZAG2 - maize (fragment) >gi_30957 6 
(L18 925) homologue of Arabidopsis Agamous-like gene [Zea 
mays] 

281112 

112072_1.R1011 

uC-zmflb73173g09bl 

BLASTX 

g4539335 

1775 

O.Oe+00 

507 

61 

(AL035539) putative protein [Arabidopsis thaliana] 
281113 

112072_2.R1011 
uC-zmflb73224c01al 



Seq. No. 
Contig ID 
5 '-most EST 



281114 

112079_1.R1011 
uC-zmroteosinte0 66f lObl 



Seq. No. 
Contig ID 
5 '-most EST 



281115 

112090_1.R1011 
fC-zmfl700342573a4 



39200 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281116 

112113_1.R1011 

xmt700264645.hl 

BLASTX 

g4512659 

801 

l,0e-109 

333 

65 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372. 1_AC006580__4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281117 

112132_1.R1011 
uC-2mflb73230dllb2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281118 

112134_1.R1011 

uC-smflb73147c03bl 

BLASTX 

g2792220 

416 

l.Oe-40 

202 
42 

(AF032688) NBS-LRR type resistance protein [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281119 

112151_1.R1011 

fwa700100789.hl 

BLASTX 

g2655031 

621 

8.0e-65 

122 

93 

(AF019297) starch synthase isoform zSTSII-2 



[Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



281120 

112154_1.R1011 
uC-zmflb73147e01bl 



Seq. No. 

Contig ID 
5 '-most EST 



281121 

112157_1.R1011 
uC-2mflb73147f05bl 



Seq. No. 
Contig ID 
5 '-most EST 



281122 

112158_1.R1011 
uC-zmflb73147f07bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



281123 

112167_1.R1011 
ntr700073093.hl 
BLASTX 
g2231312 



39201 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



590 

5.0e-61 

125 
90 

(U75603) AtRablS [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281124 

112167_2.R1011 

pmx700082144.hl 

BLASTX 

g2231312 

278 

7.0e-25 

63 

86 

(U75603) AtRabl8 



[Arabidopsis thaliana] 



281125 

112179_1.R1011 

uC- zmf Imol 7 1 5 IgO 4bl 



Seq. No. 

Contig ID 
5 '-most EST 



281126 

112179_2.R1011 
uC-zmflb73148e01bl 



Seq. No. 

Contig ID 
5 '-most EST 



281127 

112180_1.R1011 
nbm700474048.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281128 

112188_1.R1011 
uC-zmflb73148f08bl 



Seq. No. 

Contig ID 
5 '-most EST 



281129 

112193_1.R1011 
uC-zmflb73292f08al 



Seq. No. 

Contig ID 
5 '-most EST 



281130 

112193_2.R1011 

uC- zmf Imo 17016e09al 



Seq. No. 
Contig ID 
5 '-most EST 



281131 

112193_3.R1011 
fwa700101205.hl 



Seq. No. 

Contig ID 
5 '-most EST 



281132 

112215_1.R1011 
uC-zmflb73149b08bl 



Seq. No. 
Contig ID 
5 '-most EST 



281133 

112222_1.R1011 
uC-zmflb73217c07b2 



Seq. No, 
Contig ID 
5 '-most EST 
Method 



281134 

112224__1.R1011 

uC-zmroteosinte029b01bl 

BLASTX 



39202 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2660675 
815 

3.0e-87 

220 
71 

(AC002342) similar to DNA-damage-inducible protein P 
[Arabidopsis thaliana] 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281135 

112250_1.R1011 

uC-2mflmol7125e03bl 

BLASTX 

gl345838 

619 

2.0e-64 

133 
90 

PHYTOENE DEHYDROGENASE PRECURSOR (PHYTOENE DESATURASE) 

>gi_2130143_pir S65060 phytoene desaturase precursor - 

maize >gi 1051180 (U37285) phytoene desaturase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281136 

112252_1.R1011 

uC-2mflb73149f03bl 

BLASTX 

g421954 

183 

2.0e-18 

148 

39 

hypothetical protein 3 
>gi 21433 emb CAA36615_ 



- potato transposon Tstl 
(X52387) 0RF3 [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281137 

112264_1.R1011 

uC-zmflb73149g03bl 

BLASTX 

gl25415 

185 

l.Oe-13 

178 

33 

KINESIN HEAVY CHAIN >gi__102714_pir A35075 kinesin heavy 

chain - longfin squid >gi_161290 (J05258) kinesin heavy 
chain [Loligo pealii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281138 

112271_1.R1011 

fC-zmfl700553382al 

BLASTX 

g4376158 

629 

2.0e-65 

199 

62 

(X98873) aspartate kinase [Arabidopsis thaliana] 



39203 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281139 

112280_1.R1011 

uC-zmflb73149h09bl 

BLASTX 

gl076764 

234 

2,0e-19 

144 

38 

AWJL236 protein - wheat >gi_551214_emb_CAA57135_ 
AWJL236 [Triticum aestivuin] 



(X81370) 



Seq. No. 

Contig ID 
5 '-most EST 



281140 

112282_1.R1011 
uC-2mflb73149hllbl 



Seq. No. 
Contig ID 
5 '-most EST 



281141 

112284_1.R1011 
uC-2mflb73150b03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281142 

112301_1.R1011 

uC-2mflb73150clObl 

BLASTX 

g4220528 

217 

2.0e-24 

105 
57 

(AL035356) glucose-6-phosphate isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281143 

112302_1.R1011 
uC-2mflb73150bl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281144 

112344_1.R1011 

uC-2mflb73150glObl 

BLASTX 

g3608128 

314 

l.Oe-28 

95 

66 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
>gi_4263794_gb_AAD15454_ (AC006068) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



281145 

112361__1.R1011 

uC-2mroteosinte099c07b2 

BLASTX 

g2281088 

356 

l.Oe-33 
172 



39204 



II 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



47 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 

281146 

112376_1.R1011 

uC-zmfl]nol7289g05bl 

BLASTX 

g2558654 

514 

3,0e-52 

168 

60 

(AC002354) No definition line found [Arabidopsis thaliana] 
281147 

112380^1. RlOll 
ntr700074022.hl 



Seq. No- 

Contig ID 
5 '-most EST 



281148 

112396_1.R1011 
uC- zmr ob7 301 9h07bl 



Seq. No. 

Contig ID 
5 '-most EST 



281149 

112397_1.R1011 
uC-zmflb73151cllbl 



Seq. No. 
Contig ID 
5 '-most EST 



281150 

112405_1.R1011 
uC-zmflb73151d08bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



281151 

112407^1. RlOll 
wyr700235843.hl 

281152 

112417_1.R1011 

uC-2mflb73151e08bl 

BLASTX 

gl00226 

218 

2.0e-17 

169 
31 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619__prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

281153 

112424_1.R1011 
uC-zmflmol7222e07bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



281154 

112429_3.R1011 

nbm700468119.hl 

BLASTX 



39205 




NCBI GI 


g2062175 


BLAST score 


441 


E value 


l.Oe-43 


Match length 


155 


% identity 


59 


NCBI Description 


(AC001645) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


281155 


Contig ID 


112433 l.RlOll 


5 '-most EST 


uC-2mflb73151g04bl 


Method 


BLASTX 


NCBI GI 


g4056461 


BLAST score 


209 


E value 


2.0e-16 


Match length 


76 


% identity 


50 


NCBI Description 


(AC005990) F508.34 [Arabidopsis thaliana] 


Seq. No. 


281156 


Contig ID 


112434_1.R1011 


5 '-most EST 


wyr7 0023917 4 . hi 


Method 


BLASTX 


NCBI GI 


g4490756 


BLAST score 


364 


E value 


6.0e-58 


Match length 


288 


% identity 


49 


NCBI Description 


(AL035708) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


281157 


Contig ID 


112444_1.R1011 


5 '-most EST 


uC-zmf Ib73151h04bl 


Seq. No. 


281158 


Contig ID 


112447^1. RlOll 


5 '-most EST 


uC-2mflb73151h07bl 


Seq. No. 


281159 


Contig ID 


112471_1.R1011 


5 '-most EST 


uC-zmrob73071e01bl 


Method 


BLASTX 


NCBI GI 


g2281641 


BLAST score 


245 


E value 


2 . Oe-20 


Match length 


108 


% identity 


56 


NCBI Description 


(AF003101) AP2 domain containing protein RAP2 . 8 




[Arabidopsis thaliana] 


Seq. No. 


281160 


Contig ID 


112491 l.RlOll 


5 '-most EST 


uC-2mflb73152d07bl 


Method 


BLASTX 


NCBI GI 


g4432844 


BLAST score 


334 


E value 


5.0e-31 


Match length 


141 



39206 



II 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

(AC006283) unknown protein [Arabidopsis thaliana] 
281161 

112492___1.R1011 

fC-zmle700429795a4 

BLASTX 

gl934972 

681 

l.Oe-71 

191 
68 

(Y08611) 
synthase 



dihydropterin pyrophosphokinase /dihydropteroate 
[Pisum sativum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



281162 

112530^1. RlOll 
cyk700049390.fl 

281163 

112541_1.R1011 

uC-zmflb73153a09bl 

BLASTX 

g466063 

165 

3.0e-ll 

161 

34 

HYPOTHETICAL 105.6 KD PROTEIN ZK1098.8 IN CHROMOSOME III 

>gi_4 82167_pir S40930 hypothetical protein ZK1098.8 - 

Caenorhabditis elegans >gi_388148 8_emb_CAA80137_ (Z22176) 
similarity to E. coli RNAase D and human autoantigen 
PM-SCL-100; cDNA EST EMBL:T01912 comes from this gene; cDNA 
EST EMBL:D67613 comes from this gene; cDNA EST EMBL:D64565 
comes from this gene; cDNA EST EMBL:D68059 com 

281164 

112562_1.R1011 
uC-zmflb73153c09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



281165 

112600^1. RlOll 

uC-zmflb7 3153g02bl 

BLASTX 

g4115905 

149 

2.0e-10 

63 
60 

{AF072131) secondary xylem cellulose synthase [Populus 
tremuloides] 

281166 

112618_1.R1011 

uC-zmflb73184al2bl 

BLASTX 

g4204313 



39207 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



262 

5.0e-44 
107 

83 . ^ ^ 

(AC003027) lcl_prt_seq No definition line found 

[Arabidopsis thaliana] 
281167 

112618_2.R1011 

uC-zmflb73153hlObl 

BLASTX 

g4204313 

252 

l.Oe-21 

56 

^2 . . , . ^ ^ 

(AC003027) lcl_prt__seq No definition line tound 

[Arabidopsis thaliana] 
281168 

112641_1.R1011 
uC-zmflb73156c01bl 

281169 

112643_1.R1011 
uC-zmflb73156c04bl 

281170 

112649_1.R1011 

uC-zmflb73156cl0bl 

BLASTX 

g3608495 

503 

3.0e-53 

167 

69 

{AF089738) plastid division protein FtsZ [Arabidopsis 
thaliana] >gi_4510351_gb_AAD21440 . 1_ {AC006921) plastid 
division protein FtsZ [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281171 

112654_1.R1011 

uC-zmflb73156d04bl 

BLASTX 

g2894560 

167 

2.0e-ll 
79 

47 ^ -, ■ 1 

(AL021890) putative protein [Arabidopsis thalianaj 

281172 

112672_1.R1011 
uC-zmflb73156f01bl 



Seq. No. 
Contig ID 



281173 

112691 l.RlOll 



39208 



II 



O IllOoL HiO 1 


:7Tnf 1 h7 ?1 Si^rrl ?b1 

U.\^ iilLX_LJJ / J X J Uy Xi.i^X 


becj. wo. 


90-1-17/1 

Z 0 1 -L / 


CrsT^ +" T rr TT) 


XXii i KJ 0 X.JAXV^XX 


0 "luOSu tiJl 


u^*^ Zmx XJC* / ox / XaXXiJX 


Method 


BLASTX 


NCBI GI 


g4512666 


oijAol score 


/I HP 

4i U 0 


E value 


1 . ue— oy 


Match length 


141 / 


% identity 


0 0 




^ r^Vj U U U ^ 0 X J U U. U CL i L VC iLLCXZ. ^XWUCJ-il CU^-Hwt^^^ O -1- O Ui id -U _L Cli Id J 


o e q . iN 0 . 


90 -J 1 71: 

^ 0 1 X / 0 




xx^/Xii x.rvxLyxx 


D — lUOSu CjO i 


ziiinmol / loznuoDi 


Method 


BLASTX 


NCBI GI 


g3935138 




Z / 0 






Match length 


177 


% identity 


48 


lnujdx uescj- xpn-ion 


VriL^UUOXUOJ iZOLNZU.Z L H.X aUXvaUpo X lb L Xld X X ctl id J 


Seq. No. 


Z 0 1 1 / O 


Contig ID 


liz/oo x.KxUll 


0 -ItlOSu hjbi 


gc u / Uxx / cfuo / .ni 


Seq. No. 


n 0 1 1 7 7 
Zoll / / 


uonLxg ±u 


1 1 977 A 1 PI m 1 
XXZ//^ X.ixXuXX 


D —most; iLbi 


uv>^ smriD /oi / oau4iDi 


Ayr ^4- Vh 

Metnoa 


bLAb i A 




goy xo4 0 / 


oJ-iB-bi score 


OU 4 


E value 


7.0e-63 


Match length 


147 


-6 iQenLiry 


7P 


NCBI Description 


DTTT'Zi TTT/T? DPT — MPMZi C;dt Tr"T"MP TTTir'TnP ZiTP — nTPTTXTntr'NTT' RTvTZ\ 
rUliliXvnj itKcj jyiKIMi-i. oirXiXdlMu r/iL-iUrs. i^l r UJljr iiilNlJiljiN i i\LNi-i. 




niiililCAbiij >gi i4UZo/o eiTiJo ui\AoooZo \KvoL6\)] KiNB. neiicase 




(.Araoxaopsis tnaiianaj >gi i4iyoz/i eitiD oahoddio^ \K^i^i\j 




r\l\J-i neXlCdbc j^ZT.! dJUXCXUpoXo UIla,XXa.Iia.J 


beq. JNO- 


9 Q 1 1 7 Q 
Zo Ix / 0 


r^r\r^-|- -n T Pi 

L-Oni!.ly J-JJ 


XXZ/OU X.r\XUXX 


0 -Tuosr bbi 


Keiii / uuoiiytio .ni 


Method 


TDT 7\ C?nTV 


NCBI GI 


g2967837 


BLAST score 


186 


E value 


1 , ue— xo 


Match length 


154 


^ IdSriLlLy 


'^7 


NCBI Description 


(AF052 641) cyst nematode resistance gene candidate 




[Triticum aestivum] 


Seq. No. 


281179 


Contig ID 


112781 l.RlOll 


5 '-most EST 


pmx700081820.hl 



39209 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4415919 

469 

7.0e-47 

159 

60 

{AC006282) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5* -most EST 



281180 

112813__1.R1011 
uC-2mflmol7248hl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



281181 

112814_1.R1011 
ntr700074104.hl 



Seq. No. 

Contig ID 
5 '-most EST 



281182 

112819_1.R1011 
uC-zmflb73173ellbl 



Seq. No. 
Contig ID 
5 '-most EST 



281183 

112826_1.R1011 
uC-zmflb73173fllbl 



Seq. No. 

Contig ID 
5 '-most EST 



281184 

112837_1.R1011 
uC-zmflmol7193el2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281185 

112845_1.R1011 

xmt700268059.hl 

BLASTX 

gl653791 

163 

5.0e-ll 

92 
41 

(D90916) hypothetical protein [Synechocystis sp.] 
281186 

112847_1.R1011 
uC-2mflb73207d07bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



281187 

112852_1.R1011 
ymt700218593.hl 

281188 

112858_1.R1011 
uC-2mflb73174a09bl 



Seq. No. 

Contig ID 
5 '-most EST 



281189 

112863_1.R1011 
uC-zmflb73255f06bl 



Seq, No. 
Contig ID 



281190 

112866 l.RlOll 



39210 



0 



5^ -most EST 



uC-zmflb73174b05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281191 

112890_1.R1011 

uC-zmflb73194f02b2 

BLASTX 

g3413700 

490 

2.0e-50 

160 

67 

(AC004747) putative YMEl protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281192 

112899_1.R1011 
uC-zmroteosinte091a03fo2 



Seq. No. 
Contig ID 
5 '-most EST 



281193 

112899_2.R1011 
uC-zmflb73174ellbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281194 

112916_1.R1011 

wty700167702.hl 

BLASTX 

g4539351 

294 

5.0e-26 

178 

35 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281195 

112918_1.R1011 

uC-zmflb73167f06b2 

BLASTX 

g3844597 

158 

2.0e-10 

58 
53 

(U28941) contains similarity to human copine I 
[Caenorhabditis elegans] 



(GB:U83246) 



Seq. No. 
Contig ID 
5 '-most EST 



281196 

112921_1.R1011 
hvj700619237.hl 



Seq, No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



281197 

112966_1.R1011 

uC-zmflb73175e01bl 

BLASTX 

g939779 

386 

3.0e-37 

75 

100 



39211 



NCBI Description (L46397) iyiADS box protein [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281198 

112973__1.R1011 

uC-zmflb73175e08bl 

BLASTX 

g3810592 

150 

l,0e-09 

73 

38 

(AC005398) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281199 

112988__1.R1011 
uC-zmflb73175fl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



281200 

113006__1.R1011 
uC-zmflb73274e02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281201 

113010_1.R1011 

uC-2mflb73177a01bl 

BLASTX 

g2344894 

757 

2.0e-80 

233 
28 

(AC002388) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



281202 

113021_1.R1011 

uC-2mflMol7064dlGbl 

BLASTX 

g3608368 , 

194 

3,0e-14 

380 

27 

(AF045607) origin recognition complex associated protein 
p81 [Xenopus laevis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281203 

113085_1.R1011 

uC-2mflb73157hllb2 

BLASTX 

g2213592 

463 

4.Ge-46 

154 

29 

(AC000348) T7N9.12 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



281204 

113089 l.RlOll 



39212 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

l^atch length 

% identity 

ISICBI Description 



uC-zmflb73177h04bl 

BLASTX 

g2811066 

188 

l.Oe-23 

104 

53 

PUTATIVE PROTEIN-TYROSINE PHOSPHATASE PTEN (MUTATED IN 
MULTIPLE ADVANCED CANCERS 1) >gi_1916330 (U92437) MMACl 
[Mus musculus] 



Seq. No, 
Contig ID 
5 '-most EST 



281205 

113096_1.R1011 
uC-zmflb73177hl2bl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281206 

113098_1.R1011 

uC-zmflb73178a02bl 

BLASTX 

g224503B 

466 

l.Oe-46 

152 

59 

(Z97342) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281207 

113102_1.R1011 

uC-zmflb73178a07bl 

BLASTX 

g3738315 

198 

5.0e-15 

51 

69 

(AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281208 

113102_2.R1011 

uer700582837.hl 

BLASTX 

g3738315 

543 

2.0e-55 

168 

64 

(AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281209 

113108_1.R1011 
uC-zmflb73178b01bl 



Seq. No. 

Contig ID 
5 '-most EST 



281210 

113112_1.R1011 
uC-zmflb73178b06bl 



Seq. No. 



281211 



39213 





1 loll J l.rvlUll 




\x\j ZIill ID f^l / ODU / JDX 


Method 


BLASTX 


NCBI GI 
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Match length 
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BLASTX 


NCBI GI 


g4580455 


bLi/io 1 score 


n; t; 
0 O 0 


E value 


4 . ue-0 / 


Match length 




% identity 


64 


NCBI Description 


(AC006081) unknown protein [Arabidopsis 


Seq. No. 




uoncig lu 


XlOloU l.KlUll 


0 IuOSl rjO i 


uu~ zitirijj / o 1 / o au -LDi 


Method 


BLASTX 


NCBI GI 


g4138583 


BLAST score 


"3 T Q 


E value 


3 , Ue-OD 


Match length 


0 1 


% identity 


yi 


NCBI Description 


(iiuozij piasnciic /iir//\ur— transporter 


beq. NO. 


zo iz Id 


L-onc-ig lu 


lloUl l.KlUll 


O lUOSL JtLiO 1 


UU ZlllllIUUl / ZOOClZlJl 


lV/rj^+' 

LYietinou 


olijf-iO i A 


NCBI GI 


g2289001 


BLAST score 


383 


E value 


0 . ue~o / 


Match length 


Tic; 

llo 


% identity 


Ji) 


NCBI Description 


{AC002335) small nuclear ribonucleoprot 




[Arabidopsis thaliana] 


Seq* No. 


zo izlo 


L-onLig ijj 


lloloo l.KlUll 




nr'-7-rnfTh7?1 7RrJnf^hT 


Method 


BLASTX 


NCBI GI 


g4262147 


BLAST score 


346 


E value 


l.Oe-32 


Match length 


143 


% identity 


47 



39214 



# 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 

281217 

113140_1.R1011 

nbin700475469.hl 

BLASTX 

g2244865 

230 

7.0e-19 

85 

48 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
281218 

113145__1.R1011 

uC-zmflb73178e05bl 

BLASTX 

g3924603 

499 

l.Oe-50 

143 

67 

(AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



281219 

113171_1.R1011 

xjt700095575.hl 

BLASTX 

g4056507 

193 

l.Oe-14 

98 

42 

(AC0058 96) putative RNA binding protein [Arabidopsis 
thaliana] 

281220 

113201_1.R1011 
uC-2mflb73179b09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281221 

113229_1.R1011 

uC-2mflb73179fllbl 

BLASTX 

gl903019 

398 

2.0e-38 

223 
42 

(Y10580) polycomb group [Arabidopsis thaliana] 
281222 

113234_1.R1011 
qmh700027490.fl 



39215 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 
5 '-most EST 



281223 

113245_1.R1011 

uC-zmflb73180a09bl 

BLASTN 

g5091496 

36 

l.Oe-10 

104 
84 

Oryza sativa genomic 
complete sequence 

281224 

113263__1.R1011 
uC-2mflb73180d04bl 

281225 

113269_1.R1011 
yint700224874.hl 



DNA, chromosome 6, clone P0680A03, 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



281226 

113270_1.R1011 
uC-zmflb73298f04bl 

281227 

113291_1.R1011 
nbm700473587.hl 

281228 

113307_1.R1011 

uC-zmflb73181a04b2 

BLASTX 

g4539665 

274 

l.Oe-38 

167 

49 

(AF061282) polyprotein 
281229 

113309_1.R1011 
uC-zmflb73181allbl 

281230 

113315_1.R1011 
uC-zmflb73181b02b2 

281231 

113318_1.R1011 
uC-zmflb73181bllb2 

281232 

113318_2.R1011 
uC-zmflb73216e07b2 



[Sorghum bicolor] 



Seq. No. 

Contig ID 



281233 

113336 l.RlOll 



39216 



5 '-most EST 



uC-zmflmol7261c03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281234 

113340_1.R1011 

uC-zinflinol7192b04bl 

BLASTX 

g2618721 

622 

2.0e-64 

160 

77 

(U49072) IAA16 [Arabidopsis thaliana] 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281235 

113344_1.R1011 

uC-zmflb73181hl0b2 

BLASTX 

g2289790 

266 

6.0e-23 

185 
35 

(D88750) beta-galactosidase [Bacillus circulans] 



Seq. No. 
Contig ID 
5 '-most EST 



281236 

113354_1.R1011 
uC-zmflb73183al0bl 



Seq. No. 

Contig ID 
5 '-most EST 



281237 

113371_1.R1011 
uC-zmflb73183c04bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281238 

113389_1.R1011 

uC~zmflb73183e02bl 

BLASTX 

g2B27715 

505 

3.0e-51 

158 

11 

[AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281239 

113400_1.R1011 
uC-zmflb73270hl0bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



281240 

113405_1.R1011 

uC-zmflb73183f08bl 

BLASTX 

g3258278 

212 

8.0e-17 

162 

37 



39217 



NCBI Description 



(AP000007) 798aa long hypothetical transitional endoplasmic 
reticulum ATPase [Pyrococcus horikoshii] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



281241 

113418_1.R1011 
uC-zmflb73183g09bl 

281242 

113437__1.R1011 
wyr700241304.hl 

281243 

113449^1. RlOll 
uC-zmflb73184b08bl 



Seq. No. 

Contig ID 
5 '-most EST 



281244 

113452_1.R1011 
uC-zmflb73192d09al 



Seq. No. 
Contig ID 
5* -most EST 



281245 

113457_1.R1011 
uC-zmflb73184c07bl 



Seq. No. 

Contig ID 
5 '-most EST 



281246 

113459_1.R1011 
uC-2mflb73161b09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281247 

113462_1.R1011 

uC-zmflb73176b07b2 

BLASTX 

g4433618 

267 

6.0e-23 

174 
41 

(AF107585) putative myosin heavy chain [Dendrobium grex 
Madame Thong-IN] 

281248 

113469_1.R1011 
ypc700805429,hl 

281249 

113507_1.R1011 

uC-zmflb73184h04bl 

BLASTX 

g3021336 

158 

3.0e-10 

61 

61 

(AJ224957) RGA-like [Arabidopsis thaliana] 
281250 

113512_1.R1011 
uC-zmflmol7052c05bl 



39218 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281251 

113542_1.R1011 

uC-2mflb73185cl2bl 

BLASTX 

g3402703 

309 

2.0e-29 

89 

70 

(AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



281252 

113552_1.R1011 
uC-2mflb73344g07a2 



Seq. No. 

Contig ID 
5 '-most EST 



281253 

113561_1.R1011 
uC-zmflb73185f05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281254 

113572_1.R1011 

uC-2mflb7318 6a07bl 

BLASTX 

gll74470 

167 

6.0e-12 

39 

82 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_15882 85__prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 



281255 

113596_1.R1011 
uC-zmflb73186c06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281256 

113608_1.R1011 

pmx7G0082244.hl 

BLASTX 

g3925363 

453 

5.0e-45 

176 
56 

(AF067 961) homeodomain protein [Malus domestical 



Seq. No. 

Contig ID 
5 '-most EST 



281257 

113624_1.R1011 
uC-zmflb73186g06bl 



Seq. No. 

Contig ID 
5 '-most EST 



281258 

113635_1.R1011 
uC-zmflb73187a07bl 



39219 



O "PvT 

becj. NO. 






Ti'^^'^p 1 Pi nil 


D luOST- EjoI 


nr*— -TTn-FTmol 71 ft^rrl 91^1 


beq . iNo . 






1 1 '^fi'^R 9 Rim 1 


0 most rjoi 


nP— r7m -f 1 mr>i1 79Q9Kri4'K1 
IIL/ Ziur J-IllO X /Zi7ZD*JfiDl 


Method 


BLASTX 


NCBI GI 


gll4336 


"DT Zi CP Or-tf^Y-^ 

J31jH.O i SCUJ_C 


1 7 d 


E value 


z . ue xz 


Match lencfth 




% identity 


ft 9 
oZ 




PTACjMjEi MPMRRflMF" ATP/ 


beq . LNO . 


9 R 1 9 (^1 
Z O XZ O X 


r'r^n i- 1 rr TD 
\^L}Li. L xy J. L/ 






i:]r-7TnfTb7 31fi7cn5bl 


iXieT-IiOQ 




NCBI GI 


gl432153 


BLAST score 


269 


Hi vaxue 


z . us Z J) 


Match length 


1 n 9 
XUz 


-5 xaentiry 


A 

4 O 


NCBI Description 


(U61727) cellobiose- 




oxytoca] 


Seq. No. 


281262 


Contig ID 


113664 l.RlOll 


5 '-most EST 


uC-zinflb73349dlla2 



2 (PROTON PUMP) 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281263 

113670_1.R1011 

uC-zmflb731B7hl0bl 

BLASTX 

g2979562 

276 

2.0e-24 

120 
46 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi_3386623 (AC004665) unknown protein [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281264 

113686_1.R1011 

uC~ zmf Imo 1 7 1 7 6hl lb 1 

BLASTX 

g2832625 

296 

8.0e-28 

102 

64 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



281265 

113711 l.RlOll 



39220 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



uC-zmflb73146f06a2 

BLASTX 

g4006827 

146 

4,0e-09 

59 

47 

{AC005970) subtilisin-like protease [Arabidopsis thaliana] 
281266 

113749_1.R1011 

fwa700101765.hl 

BLASTX 

g4559327 

178 

2.0e-24 

203 

34 

(AC0070B7) hypothetical protein [Arabidopsis thaliana] 
281267 

113752__1.R1011 

uC-zinflb73189e01bl 

BLASTX 

g2864625 

378 

3.0e-36 

167 
54 

(AL021811) putative protein [Arabidopsis thaliana] 
281268 

113754__1.R1011 
uC-zmflb73189e07bl 



Seq. No* 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



281269 

113771_1.R1011 
uC-zmflb73190a05bl 

281270 

113783_1.R1011 

ymt700223475.hl 

BLASTX 

g2792364 

186 

2.Qe-13 

273 

23 

(AF040964) unknown protein ITl [Homo sapiens] 
281271 

113784_1.R1011 
qmh700027172.fl 

281272 

113786__1.R1011 
uC-zmflb73190bl0bl 



39221 



Seq. No. 
Contig ID 
5 '-most EST 



281273 

113788_1.R1011 
uC-zmflb73192bl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



281274 

113795_1.R1011 
uC-zmflmol7342d02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281275 

113797_1.R1011 

uC-zmflb73190cl2bl 

BLASTX 

g3901268 

183 

2.0e-13 

126 

37 

(AF060173) SV2 related protein [Rattus norvegicus] 
281276 

113808_1.R1011 
uC-zmflb73253d09bl 



Seq. No. 
Contig ID 
5 '-most EST 



281277 

113814_1.R1011 
rvt700550660.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281278 

113816_1'.R1011 
uC-zmflb73192e08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281279 

113817_1.R1011 

uC-zmflb73190e09bl 

BLASTX 

g3885341 

175 

2.0e-12 

151 

29 

(AC005 623) unknown protein [Arabidopsis thaliana] 
281280 

113825_1.R1011 

wyr700243123.hl 

BLASTX 

g2245080 

239 

7.0e-20 

220 
29 

(Z97343) myosin heavy chain homolog [Arabidopsis thaliana] 
281281 

113840_1.R1011 
uC-zmflb73190h01bl 



39222 



C f-\ KT 

becj . NO . 


Zolzoz 




J. J. O O H f X^JAXUiX 


5 '-most EST 


uC-zmfTb73190hl0bl 


Method 


BLASTX 




y iooo y OD 






E value 


l,0e-171 


Match length 


299 






M T ^ "I "l— T «^ 

iNv^jDi jjescx ipi-ion 


^uooOiJO; aceuyx k^ori carDoxyxase 


Seq. No. 


281283 


uoriLig lu 


llOOD/ l.KlUxl 


D — mos c r-iO I 


xyti / uu-34oio4.ni 


Seq. No. 


281284 




XXOCjO/ Z*±\XUXX 


0 — lUOSc iho I 


U(^— Zmr-LD f oJODdl^^diL 


beq, wo. 


O Q 1 O Q c; 




XXOOwJ/ J.I\XUXX 


c T -wvi ^ 4— "c^ o nn 

D -inost Jiibi 


T^pi r^™ ■F't'k 1 Q 1 01 -=i 1 OKI 

uLv-zmixD / JiyiaizDi 


beq . LNO . 


9 ft 1 0 P 
Z 0 -LZ 0 D 


L/Oni-iy 


1 1 ^p Qo 1 PI n 1 1 

XX^oi?Z X#r\XUXX 


5 '-most EST 


uC-zmrob7 3019el0bl 


Method 


BLASTX 




g4zz Uolo 


BLAb 1 score 


1/4 


E value 


2.0e-12 


Match length 


85 


% identity 


A 0 
4 Z 


NCBI Description 


(AL035356) hypothetical protein 


beq, iMo, 


o o 1 o on 
ZOXZO / 


L^onmg lu 


11'5QQQ 1 Pini1 
±X-5oyo X.KIUXI 


D —most: £jbi 


uc-zmrxmox /oyxgxuax 


beq. IN o . 


0 P 1 0 P P 
Z 0 IZO 0 


(.^onuig xu 


IITQHO 1 Dinii 

xxjyuz i.Kiuxx 




UL- zmrxiyioi /uiucuzjjx 


Method 


BLASTX 


NCBI GI 


g3329506 


oju/io i score 




E value 


0 r^/^ 1 o 
o . ue— Xz 


Match length 


1 1 R 
xxo 


% identity 


4i U 




\rt.r U 1 ^ f ^ ^ } Lxviri ^wX yiLltiX doc UX Cliiol 




mediator [Homo sapiens] 


Seq. No. 


281289 


Contig ID 


113908 l.RlOll 


5 '-most EST 


uC-zmflb73192b03bl 


Method 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


1050 



[Arabidopsis thaliana] 



39223 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



l.Oe-115 

206 
97 

(U42608) clathrin heavy chain [Glycine max] 
281290 

113912__1.R1011 

pmx700086692.hl 

BLASTX 

g4263722 

793 

8.0e-85 

179 

85 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
281291 

113913_1.R1011 
pmx700087958.hl 

281292 

113914__1.R1011 
wty700164577.hl 

281293 

113926^1. RlOll 

tzu700206831.hl 

BLASTX 

g3912917 

439 

3.0e-43 

177 

51 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 

281294 

113938_1,R1011 
uC-zmflb73192d09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



281295 

113941^1. RICH 

uC-zmflb73161a04b2 

BLASTX 

g3915037 

429 

6.0e-42 

125 

62 

SUCROSE SYNTHASE 2 (SUCROSE-aDP GLQCOSYLTRANSFERASE 2) 
>gi_2570067_emb_CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 

281296 

113944_1.R1011 

uC-zmflb73192e03bl 

BLASTX 



39224 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4249419 
267 

3.0e-23 

131 

44 

(AC006072) 
thaliana] 



hypothetical protein, 3' partial [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



281297 

113954_1.R1011 
uC-zmflb73192f01bl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281298 

113959_1.R1011 
wty700171384.hl 

281299 

113967_1.R1011 

uC-zmroteosinte024b09bl 

BLASTX 

gll72019 

500 

3.0e-50 

258 
45 

PEROXISOME BIOSYNTHESIS PROTEIN PASl (PEROXIN-1) 

>gi_1076972__pir ^A55152 PASl protein - yeast (Pichia 

pastoris) >gi_537 42 0_emb_CAA854 50_ (Z36987) PASl [Pichia 
pastoris] 

281300 

113981_1.R1011 

wty700168575.hl 

BLASTX 

g2194121 

204 

6.0e-16 

95 

44 

(AC002062 
(gb_ATCDl 



Strong similarity to Arabidopsis cyclin delta- 
EST gb_ATTS4338 comes from this gene. 



[Arabidopsis thaliana] 
281301 

113984_1.R1011 

uC-zmflb73165allb2 

BLASTX 

g4581164 

250 

3.0e-21 

140 

45 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
281302 

113990_1.R1011 
uC-zmflmol7150dllal 



39225 



Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


ITT 


E value 


0 . ue-i^ 


Match length 


69 


% identity 


45 


NCBI Description 


(AC000o4o) T7Ny.l4 [AraDiCLOpsis tnalianaj 


Seq. No. 


28130o 


Contig ID 


ii4U oi 1 . KiUll 


5 '-most EST 


uC"zmrlJ3 /oiyjeUoDi 


Seq. No. 


O O 1 on/! 

ZolJU4 


Contig ID 


il4(joZ i . HiUlX 


r T „__,4_ "corn 
D -most EiO I 


uc~zmriD /oiyjeuyDi 


Method 


BLASTX 


NCbi bi 


gilDU04 


BLAST score 


o / U 


E value 


7.0e-35 


Match length 


229 


^ identity 


OO 


NCBI Description 


CALCIuM-DEPhNDENi PKUili,IN KliSlAbb oJ\0 (L-UrKj 




>gi 280393 pir A43713 calcium-dependent protein kinase (EC 




2.7.1.-) - soybean >gi 169931 (M64987) Glycine max calcium 




dependent protein kinase mRNA. [Glycine max] 


Seq. No. 


281305 


Contig ID 


114034 l.RlOll 


3 '-most EbT 


Inp / UUUDJJD^. . rl 


Seq. No. 


281306 


Contig ID 


xl4U4o l.RlUll 


5 '-most EST 


uC-zmrlD / JiyJrllDl 


Method 


BLASTX 


NCBI GI 


g3420056 


BLAST score 


190 


E value 


7 . 0e~14 


Match length 


75 


% identity 


49 


NCBI Description 


(AC004680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


o o 1 o r\ T 


Contig ID 


114047 l.RlOll 


5 '-most EST 


uC-zmf Imol7310e08bl 


Seq, No. 


281308 


Contig ID 


11404o_l , RlUll 


5 ^ -most EST 


uC-zmrlD / JiyogUlDl 


Method 


■RT 71 QT^V 
Dij/iO i A 


NCBI GI 


g2982362 


BLAST score 


399 


E value 


l.Oe-38 


Match length 


101 


% identity 


73 


NCBI Description 


{AF053311) glutathione peroxidase [Zantedeschia aethiopica] 



Seq. No. 



281309 



39226 



Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114059_1.R1011 

uC-zinflmol7184b05bl 

BLASTX 

g4544412 

264 

2.0e-22 

173 
36 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281310 

114059_2.R1011 
xtj700377842.hl 

281311 

114072_1.R1011 

uC-zmflb73194a04b2 

BLASTN 

g4416300 

105 

9.0e-52 

137 

94 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



281312 

114081_1.R1011 

uC-zmflb73194b03b2 

BLASTX 

g2459443 

440 

l.Oe-43 

119 

67 

(AC002332) putative NAD (P) -dependent cholesterol 
dehydrogenase [Arabidopsis thaliana] 

281313 

1140B1_2.R1011 

uC-2mrob73076fllbl 

BLASTX 

g2459443 

267 

l.Oe-28 

100 
70 

(AC002332) putative NAD (P) -dependent cholesterol 
dehydrogenase [Arabidopsis thaliana] 

281314 

114083_1.R1011 

wyr700241488.hl 

BLASTX 

gl076732 

499 

2.0e-66 



39227 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



147 
81 

type-1 pathogenesis-related protein - barley 
>gi_732807_einb_CAA88 618_ (Z48728) type-1 
pathogenesis-related protein [Hordeum vulgare] 

281315 

114085_1.R1011 
uC-zmflb73194b07b2 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



281316 

114130_1.R1011 

fwa700099547.hl 

BLASTX 

g3309583 

804 

l.Oe-135 

325 

76 

(AF073830) f ructose-6-phosphate 

2-lcinase/f ructose-2, 6-bisphosphatase [Solanum tuberosum] 
281317 

114137_1.R1011 
xjt700095458.hl 

281318 

114144_1.R1011 

tfd700574871.hl 

BLASTX 

g4033763 

185 

7.0e-18 

234 

25 

IMPORTIN BETA-3 SUBUNIT (KARYOPHERIN BETA-3 SUBUNIT) 
(RAN-BINDING PROTEIN 5) >gi_2253156_emb_CAA7 0103_ (Y08890) 
Ran_GTP binding protein 5 [Homo sapiens] 

281319 

114164_1.R1011 

uC-zmroteosinte08 6b09bl 

BLASTX 

g3142297 

294 

l.Oe-43 

211 

47 

(AC002411) Contains similarity to serine/threonine protein 
phosphatase gb_X83099 from S. cerevisiae. [Arabidopsis 
thaliana] 

281320 

114183_1.R1011 
wyr700242510.hl 



Seq, No. 



281321 



39228 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114234_1.R1011 
uC-zmflb73206g03bl 

281322 

114248_1.R1011 

uC-zmflb73196b02bl 

BLASTX 

g4415932 

438 

4.0e-43 

224 
42 

(AC006418) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 281323 

Contig ID 114259_1 . RlOll 

5 '-most EST uC-zmf Ib73196c01bl 

Method BLASTX 

NCBI GI g4454010 

BLAST score 717 

E value 8.0e-76 

Match length 195 

NCB?Desc^iption (AL035396) putative protein [Arabidopsis thaliana] 

Seq. No. 281324 

Contig ID 114261_1.R1011 

5 • -most EST uC-zmflb73196c03bl 

Method BLASTX 

NCBI GI g3859659 

BLAST score 695 

E value 3.0e-73 

Match length 223 

% identity 58 . ^ ^ 7\-^-Tfrpcr^ tzh-ktr 

NCBI Description {AL031394) putative potassium transporter AtKT5p (AtKTb 

[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



281325 

114282_1. RlOll 
xsy700213407.hl 

281326 

114316_1. RlOll 
cyk700048903.fl 

281327 

114318_1. RlOll 
uC-zmflb73197a01bl 

281328 

114345_1. RlOll 
vfk700404833.hl 

281329 

114348_1. RlOll 
gct701177490.hl 



39229 



Seq. No. 


281330 


Contig ID 


114360__1.R1011 
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NCBI GI 


g3377803 


BLAST score 


853 


E value 


X . ue— yx 


Match length 


zoo 


% identity 


00 


NCBI Description 


tAr!U/ooy/j bxiuxxar 




[Arabidopsis thalia 


beq. NO. 


ZD Xo J4 


uontiig iu 


XX4jyD X.KXUXX 


vJ iuL?o L i_iO 1 


wi;^-r7nn9^An4 9'^ hi 

WyX f w UZ rr Z ^ • lIX 


Method 


oLAb i A 


NCBI GI 


g2832708 


BLAST score 


450 


iLi VaXUe 




Match length 


Xoo 


% identity 


dX 


NCBI Description 


tAXiUzx/x^j Joeta— X, 




thaliana ] 


beq. NO. 


zy lo Jo 


Lonrig lu 


XX44tJo X.KiUXX 


D -lUOSt bbi 


xmt /uuzDoJo4 .nx 


Method 


BLASTX 


NCBI GI 


g3355474 


oL/ib 1 score 


4 0 0 


E value 


3 . Oe-48 


Match length 


145 


% identity 


66 


NCBI Description 


(ACQ 04218) unknown 


Seq. No. 


281336 


Contig ID 


114447_1.R1011 



beta-1, 3-glucanase-like protein [Arabidopsis 



39230 



5 '-most EST 



uC-zmflmol7201cllbl 



Seq. No. 

Contig ID 
5 '-most EST 



281337 

114449__1.R1011 
uC-zmflb73198f03bl 



Seq. No. 

Contig ID 
5 '-most EST 



281338 

114482_1.R1011 
ntr700077404.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281339 

114519_1.R1011 

uC-zmflb73199f06bl 

BLASTX 

g2245013 

390 

l.Oe-37 

165 

53 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
281340 

114538__1.R1011 

uC-zmroB73020cl2bl 

BLASTX 

g881625 

532 

3.0e-54 

125 

78 

{U29432) 22.8 kDa protein [Ipomoea trifida] 
281341 

114540_1.R1011 
uC-zmflb73199h07bl 



Seq. No. 

Contig ID 
5 '-most EST 



281342 

114564_1.R1011 
uC-zmflb73200bllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



281343 

114569_1.R1011 

uC-zmflb73200c06bl 

BLASTX 

gl21341 

1506 

l,0e-168 

291 

97 

GLUTAMINE SYNTHETASE, CHLOROPLAST PRECURSOR 

{GLUTAMATE— AMMONIA LIGASE) (GS) >gi_539063_j3ir S39482 

glutamate — ammonia ligase (EC 6,3.1.2) 1 precursor, 
chloroplast - maize >gi_434334_emb_CAA4 6724_ (X65931) 
glutamine synthetase [Zea mays] 

281344 

114574 l.RlOll 



39231 



5 '-most EST 



xmt700264738.hl 
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114584 l.RlOll 


5 '-most EST 


uC-zmflb73200dl0bl 
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BLASTX 


NCBI GI 


gl946355 
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Match length 


115 


% identity 


42 
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Contia ID 

X 1 -L- ^ _L- !_/ 


114643 1 RlOll 


5 '-most EST 


uC-zmfTmol7130b09bl 


Method 


BLASTX 


NCBI GI 


g585914 


BLAST score 


474 


E value 


2.0e-47 


Match length 


205 


% identity 


49 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE II 135 KD POLYPEPTIDE (RNA 



POLYMERASE II SUBUNIT 2) >gi_4218 48_pir S30228 

DNA-directed RNA polymerase (EC 2.7.7.6) II second largest 
chain - Arabidopsis thaliana >gi_l 64 8 8_emb_CAA7 952 7_ 
(Z19120) RNA polymerase II second largest subunit 
[Arabidopsis thaliana] 



39232 



Seq. No. 
Contig ID 
5 '-most EST 



281352 

114644_1.R1011 
uC-zmflb73201b08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



281353 

114647^1. RlOll 

uC-zmflb73201bl2bl 

BLASTX 

gl351945 

498 

2.0e-50 

105 
88 

FLORAL HOMEOTIC PROTEIN APETALA2 >gi_533709 {U12546) 
APETALA2 protein [Arabidopsis thaliana] 
>gi_2464888_emb_CABl6765.1_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 

281354 

114662_1,R1011 

uC-zmflb73201d04bl 

BLASTX 

g4406812 

400 

8.0e-39 

134 

57 

{AC006201) putative DNA binding protein [Arabidopsis 
thaliana] 

281355 

114670__1.R1011 
uC-zraflb73201e01bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 



281356 

114672_1.R1011 
cyk700048951.fl 

281357 

114691^1. RlOll 

rvt700549102.hl 

BLASTX 

g4455338 

411 

7.0e-40 

116 
67 

(AL035525) putative protein [Arabidopsis thaliana] 
281358 

114701_1.R1011 
uC- zmf lb 73201 gllbl 

281359 

114716_1.R1011 
gct701177363.hl 



39233 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4587554 

272 

4.0e-24 

94 

52 

(AC006577) Similar to gb_AJ005701 Na/Ca, K-exchanger from 
Caenorhabditis elegans* ESTs gb_T04173 and gb_AA585918 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281360 

114717_1.R1011 
xsy700208909.hl 



Seq. No. 

Contig ID 
5 '-most EST 



281361 

114726_1.R1011 
uC-zmflb73202bl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281362 

114733_1.R1011 

uC-zmflb73202c09bl 

BLASTN 

g3821780 

37 

9.0e-ll 

49 
67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Contig ID 
5 '-most EST 



281363 

114733_2.R1011 
fC-zmle700445820f7 



Seq. No. 
Contig ID 
5 '-most EST 



281364 

114748_1.R1011 
t2u700204330.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281365 

114748_2.R1011 
pmx700091477.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281366 

114775_1.R1011 
uC-zmflb73202gl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281367 

114782_1.R1011 

uC-zmflb73202hl2bl 

BLASTX 

g2245115 

218 

2.0e-17 

130 
38 

(297343) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 



281368 



39234 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114784_1.R1011 

uC-zinflmol7108f06bl 

BLASTX 

g4263791 

396 

2,0e-38 

147 

54 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281369 

114796_1.R1011 

wty700166367.hl 

BLASTX 

g3953466 

411 

2,0e-40 

110 

65 

(AC002328) F20N2, 



11 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281370 

114803_1,R1011 

cat700021465.rl 

BLASTX 

g4455192 

238 

6.0e-20 

141 

43 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281371 

114804_1.R1011 

uC-zmroteosinteQ48f 12bl 

BLASTX 

gl020095 

179 

8.0e-13 

65 

52 

(D31838) weel tyrosine kinase [Rattus sp.] 



Seq. No. 

Contig ID 
5 '-most EST 



281372 

114820_1.R1011 
uC-zmflb73266g03b2 



Seq. No. 
Contig ID 
5 '-most EST 



281373 

114826_1.R1011 
uC-zmflb73204f08bl 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



281374 

114836_1.R1011 
xint700264092.hl 
BLASTN 
g207039 



39235 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

4.0e-10 

43 

95 

Rat chondroitin sulfate proteoglycan core protein luRNA, 
complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



281375 

114839_1.R1011 
uC-zmflb73204gl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281376 

114841_1.R1011 

afb700381254.hl 

BLASTX 

g3776009 

428 

3.0e-42 

128 

63 

(AJ0104 68) RNA helicase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281377 

114856_1.R1011 
uC-2mflb73206a08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5* -most EST 



281378 

114863_1.R1011 

uC-2mflb73206b07bl 

BLASTX 

g4539002 

205 

6.0e-16 

74 

54 

(AL04 9481) putative protein [Arabidopsis thaliana] 
281379 

114880_1.R1011 

uC-zmflb73114b06a2 

BLASTX 

g2425101 

184 

2.0e-13 

87 

46 

(AF019743) cationic peroxidase [Oryza sativa] 
281380 

114885_1.R1011 
uC-2mflb73206d09bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



281381 

114888_1.R1011 
nbm700475065.hl 
BLASTX 
g2245069 



39236 
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NCBI Description 


(AC002535) kinesin-like protein, heavy chain [Arabi 




UliClXXcliiCL J 


Seq. No. 


281386 


Contig ID 


114961_1.R1011 
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beq. JNo . 
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uontiig xu 


11/lQQQ 1 Dlflll 
XX^irJorJ X.KXUXX 




nwr70nTS36S2 h1 


Seq. No. 


281388 


Contig ID 


114994 l.RlOll 


5 '-most EST 


uC-zmflb73207hl2bl 


Method 


BLASTX 


NCBI GI 


g3892055 



39237 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



478 

4.0e-48 

110 

77 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281389 

115013_1.R1011 
uC-2inflb73208a01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281390 

115014_1.R1011 

uC-2mflb73208a02bl 

BLASTX 

g2370253 

657 

7.0e-69 

165 

76 

(Y13273) putative protein kinase [Lycopersicon esculentum] 



Seq. No. 

Contig ID 
5 '-most EST 



281391 

115018^1. RlOll 
uC-zmflb73208a07bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



281392 

115018_2.R1011 
xsy700209311.hl 

281393 

115019_1.R1011 
uC-zmflb73208a08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281394 

115042^1. RlOll 

yyf700350644.hl 

BLASTX 

gl732515 

177 

3.0e-12 

130 
33 

(U62744) myosin heavy chain-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281395 

115042_2.R1011 
uC-zmflb73208cl0bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



281396 

115043_1.R1011 

wyr700237707.hl 

BLASTX 

g4415915 

398 

l.Oe-38 



39238 



Match length 

% identity 

NCBI Description 



147 
51 

(AC006282) 
thaliana] 



putative pectin methylesterase [Arabidopsis 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281397 

115048_1.R1011 

uC-zmflb73208d06bl 

BLASTX 

g4504629 

271 

3.0e-23 

328 
27 

inhibitor of kappa light polypeptide gene enhancer in 
B-cells, kinase complex-associated protein; IKAP 
>gi__3757822 [AF044195) IkappaB kinase complex associated 
protein; IKAP [Homo sapiens] 

281398 

115058__1.R1011 

wyr700239284.hl 

BLASTX 

g3183347 

253 

2.0e-21 

168 

38 

HYPOTHETICAL 48.5 KD PROTEIN C23C11.04C IN CHROMOSOME I 
>gi_23307 68_emb_CAB11157_ (Z98559) SPAC23C11 . 04c; 
len:421aa, similar eg. to C. elegans Q19683, F21D5.5, 
C250aa), fasta scores, opt:395, E():l.le-32, (41.7% 
identity in 223 aa overlap) also similar eg. to YMR156C, 
YM31_YEAST, Q03796, hypothetical 27.4 kd 

281399 

115059_1.R1011 

uC-zmflb73208e07bl 

BLASTX 

g3451069 

297 

7.0e-27 

145 
43 

(AL031326) hypothetical protein [Arabidopsis thaliana] 
281400 

115097_1.R1011 

uC-zmflb73210b01bl 

BLASTX 

g3738339 

483 

2.0e-48 

200 

51 

(AC005170) putative kinase [Arabidopsis thaliana] 



39239 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281401 

115098_1.R1011 

nbm700467852.hl 

BLASTX 

gl722856 

228 

4.0e-19 

98 
46 

CHROMOSOME ASSEMBLY PROTEIN XCAP-E >gi_107 9282_pir B55094 

chromosomal protein XCAP-E - African clawed frog >gi_563814 
(U13674) XCAP-E [Xenopus laevis] 



Seq. No. 
Contig ID 
5 '-most EST 



281402 

115116_1.R1011 
uC-zmflb73210cllbl 



Seq. No. 

Contig ID 
5 '-most EST 



281403 

115128_1.R1011 
uC-zmromol7114dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



281404 

115134_1.R1011 
pmx700091104.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281405 

115135_1.R1011 
xmt700256795.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281406 

115139^1. RlOll 

uC-zmflb73210f07bl 

BLASTX 

g4262186 

277 

2.0e-24 

90 
60 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281407 

115143_1.R1011 
uC-zmflb73210fllbl 



Seq. No. 

Contig ID 
5 '-most EST 



281408 

115148_1.R1011 
uC-zmflb73210g04bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



281409 

115164_1.R1011 

rvt700549375.hl 

BLASTX 

gl362084 

241 

l.Oe-23 
111 
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% identity 


0 X 


NCBI Description 


probable cell wall-bound 




carrot (fragment) >gi 88 
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Method 


BLASTX 


NCBI GI 


g4218187 


bLAbi score 


Q Q c; 




X . ue J 0 


Match length 


1 /I Q 

X4 0 


-6 laentity 


4 o 


wcdI jjescnpLion 


(iiJUXUXDO} xegnemogxoDxn 


Seq. No. 


zo X4 Xo 


L-onuig ±u 


XXOXOO Z.x\XUXX 


0 -most hibi 


uL-zmtxmox /xooauoDX 


Method 


BLASTX 


max GI 


g4218187 


dLAo i score 


9 11 
Z XX 


E value 


8 . Oe-1 / 


Match length 


71 


% identity 


51 
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^ajuxuxdoj xegnemogxoDin 


beg. IN o . 


9 ft 1 /II /I 
Z 0 X X 4t 


uonuig ±jj 
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Seq. No. 


zo X4 Xo 


(wOnuig ±u 


XXOZUO X.KXUiX 


0 —most ho i 


,-,r^ r-jw, -P 1 T o 1 n -P ri o w o 
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[Yie Lnou 


rSXiiib i A 


NCBI GI 


g2982431 


BLAST score 


278 


E value 


9 n 9/1 
z . ue— z4 


Match length 


one; 
z 


% identity 


Z4 


NCBI Description 


(AliUzzzz4} Xeucxne rxcn 




thaliana ] 


Seq. No. 


281416 


Contig ID 


115222 l.RlOll 


5 '-most EST 


uC- zmf Imo 1 7 1 8 7 dO 9b 1 


Method 


BLASTX 


NCBI GI 


g3928543 


BLAST score 


247 
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E value 
Match length 
% identity 
NCBI Description 



6.0e-21 

136 
45 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281417 

115253_1.R1011 

uC-zmflb73221a06bl 

BLASTX 

gl223579 

201 

l.Oe-15 

85 

47 

(X96481) cDNAlOl [Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



281418 

115282_1.R1011 
uC-zmflb73221f04bl 



Seq. No. 

Contig ID 
5 '-most EST 



281419 

115285_1.R1011 
uC-zmflb73221f08bl 



Seq. No, 

Contig ID 
5 '-most EST 



281420 

115287_2.R1011 
rvt700552383.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281421 

115305_1.R1011 
uC-zmflb73221hl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



281422 

115311__1.R1011 
uC-zmflb73222a06bl 



Seq. No. 

Contig ID 
5 '-most EST 



281423 

115327_1.R1011 
uC-zmflb73222bl0bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



281424 

115339_2.R1011 
pwr700449050.hl 

281425 

115340__1.R1011 
uC-zmflb73260g04b2 

281426 

115360__1.R1011 

uC-zmroteosinte017cl0bl 

BLASTX 

g2244855 

336 

2.0e-31 
130 



39242 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

(Z97337) hypothetical protein [Arabidopsis thalianaj 
281427 

115383_1.R1011 

uC-zmflb73222h07bl 

BLASTX 

g3341648 

554 

6.0e-74 

149 

96 

(AJ005343) DNA directed RNA polymerase [2ea mays] 
281428 

115389_1.R1011 

uC-zmflb73224a01bl 

BLASTX 

gl652919 

808 

2.0e-87 

174 

98 

{D90909) periplasmic phosphate binding protein 
[Synechocystis sp.] 

281429 

115391_1.R1011 

uC-zmflmol7227a08al 

BLASTX 

g3023956 

222 

7.0e-18 

168 

6 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 >gi_607003 
(L28125) beta transducin-like protein [Podospora anserina] 

281430 

115392^1. RlOll 

uC-zmflb73224a03bl 

BLASTX 

gl001164 

827 

8.0e-89 

160 

99 

(D64001) 
sp. ] 



gamma -glutamyl phosphate reductase [Synechocystis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



281431 

115394_1.R1011 

uC-zmflb73224a04bl 

BLASTX 

gl651656 

1041 

l.Oe-132 
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Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 
93 

(D90899) hypothetical protein [Synechocystis sp.] 
281432 

115405__1.R1011 

uC-zmflb73224al0bl 

BLASTN 

gl652725 

365 

O.Oe+00 

373 

99 

Synechocystis sp, PCC6803 complete genome, 10/27, 
1188886-1311234 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281433 

115405_2.R1011 
uC-zmflmol7227e02bl 

281434 

115407_1.R1011 

uC-zmflb73224allbl 

BLASTX 

gl651916 

999 

l.Oe-109 

202 
97 

{D90901) iron transport protein [Synechocystis sp.] 
281435 

115410_1.R1011 

uC-zmflb73224b01bl 

BLASTX 

g2648839 

169 

l.Oe-11 

109 
38 

(AE000985) type I restriction-modification enzyme, S 
subunit [Archaeoglobus fulgidus] 

281436 

115416_1.R1011 

uC-zmflb73224b06bl 

BLASTN 

gl651897 

603 

O.Oe+00 

699 

100 

Synechocystis sp. PCC6803 complete genome, 3/27, 
271600-402289 



Seq. No. 

Contig ID 



281437 

115418 l.RlOll 



39244 



CI 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73224b07bl 

BLASTN 

gl001102 

696 

0. Oe+00 

708 

100 

Synechocystis sp. PCC6803 complete genome, 20/27, 
2539000-2644794 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



281438 

115425_1.R1011 

uC-zmflb73224bllbl 

BLASTX 

gl001300 

1078 

l.Oe-118 

218 

98 

(D64006) methyl-accepting chemotaxis protein I 
[Synechocystis sp.] 

281439 

115431__1,R1011 
tzu700205951.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281440 

115433_1.R1011 

uC-zmflb73224c04bl 

BLASTN 

gl001396 

551 

0. Oe+00 

609 

98 

Synechocystis sp. PCC6803 complete genome, 18/27, 
2267260-2392728 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



281441 

115435_1.R1011 

uC-zmflb73224c05bl 

BLASTX 

gl705799 

415 

l.Oe-50 

132 
87 

60 KD CHAPERONIN 2 (PROTEIN CPN60 2) (GROEL HOMOLOG 2) 
>gi_1001103_dbj__BAA10240_ (D64001) 60kD chaperonin 2 
[Synechocystis sp.] 

281442 

115443^1. RlOll 

uC-zmflb73224cllbl 

BLASTX 

gl001593 

401 



39245 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-39 

84 
95 

(D64000) glucose inhibited division protein A 
[Synechocystis sp.] 

281443 

115445_1.R1011 
uC-zmflb73224cl2bl 

281444 

115449_1.R1011 

uC-zmflb73224d03bl 

BLASTX 

gl651978 

864 

l,0e-104 

206 

90 

(D90901) hypothetical protein [Synechocystis sp.] 
281445 

115450_1.R1011 

wty700167241.hl 

BLASTX 

g4006900 

636 

2.0e-66 

218 
58 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
281446 

115462_1.R1011 

uC-zmflb73224dl0bl 

BLASTN 

gl001484 

285 

l.Oe-159 

309 

98 

Synechocystis sp. PCC6803 complete genome, 19/27, 
2392729-2538999 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281447 

115466_1.R1011 

uC-zmflb73224dl2bl 

BLASTX 

g2492511 

683 

7.0e-72 

223 
67 

CELL DIVISION PROTEIN FTSH HOMOLOG 2 

>gi_1652282_dbj_BAA17205_ (D90904) cell division protein 
FtsH [Synechocystis sp.] 



39246 



Seq. No. 281448 

Contig ID 1154 69_1 . RlOll 

5 '-most EST uC-zmf Ib73224e02bl 

Method BLASTX 

NCBI GI g862633 

BLAST score 4 69 

E value 9.0e-47 

Match length 154 

% identity 60 

NCBI Description (U13633) RumB(R391) [IncJ plasmid R391] 

>gi 1096691_prf 2112258B rumB gene [Escherichia coll] 

Seq. No. 281449 

Contig ID 115471_1 . RlOll 

5^ -most EST uC-zmf Ib73224e03bl 

Seq. No. 281450 

Contig ID 115479_1 . RlOll 

5 '-most EST uC-zmf Ib73224e07bl 

Method BLASTN 

NCBI GI gl652725 

BLAST score 4 68 

E value 0,0e+00 

Match length 4 92 

% identity 99 

NCBI Description Synechocystis sp. PCC6803 complete genome, 10/^/, 
1188886-1311234 

Seq. No. 281451 

Contig ID 115481_1 . RlOll 

5 '-most EST uC-zmf Ib73224e08bl 

Method BLASTX 

NCBI GI gl208454 

BLAST score 631 

E value 6.0e-66 

Match length 153 

% identity 82 , 

NCBI Description (D64004) hypothetical protein [Synechocystis sp.J 

Seq. No. 281452 

Contig ID 115483_1 . RlOll 

5 '-most EST uC-zmf Ib73224e09bl 

Method BLASTN 

NCBI GI gl652725 

BLAST score 384 

E value O.Oe+00 

Match length 544 

% identity 93 

NCBI Description Synechocystis sp. PCC6803 complete genome, 10/27, 
1188886-1311234 

Seq. No. 281453 

Contig ID 115485_1 . RlOll 

5 '-most EST uC-zmf lb73224ellbl 

Method BLASTX 

NCBI GI gl001528 

BLAST score 1204 



39247 
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(D90914) eukariotic protein kinase [Synechocyst^ 
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NCBI Description 


(D90908) hypothetical protein [Synechocystis sp 
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Method 


BLASTX 


NCBI GI 


gl001193 


BLAST score 


451 


E value 


l.Oe-44 


Match length 


170 



putative receptor protein kinase [Arabidopsis 



39249 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{D64001) phosphate transport ATP-binding protein PstB 
[Synechocystis sp.] 

281466 

115538_1.R1011 

uC-zmflb73224h07bl 

BLASTN 

gl652956 

548 

O.Oe+00 

595 

98 

Synechocystis sp. PCC6803 complete genome, 12/27, 
1430419-1576592 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281467 

115545_1.R1011 

uC-zmflmol7252dl0al 

BLASTX 

gl653821 

798 

l.Oe-174 

356 
93 

(D90916) hypothetical protein [Synechocystis sp.] 
281468 

115557_1,R1011 
uC-zmflb73225allbl 



Seq. No, 
Contig ID 
5 '-most EST 



281469 

115564_1.R1011 
uC-2mflb73225b08bl 



Seq. No. 
Contig ID 
5 '-most EST 



281470 

115565_1.R1011 
uC-zmflmol7e03bl 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



281471 

115574_1.R1011 
pmx700089741.hl 

281472 

115577_1.R1011 

uwc700155030.hl 

BLASTX 

g3335363 

335 

l.Oe-30 

273 
16 

(AC003028) hypothetical protein [Arabidopsis thaliana] 
281473 

11557g_l.R1011 
xyt700345604.hl 



39250 



Method 


BLASTX 


NCBI GI 


g2353181 


■RT ZlkQ'T' <s r^r^T^ 
uLir\C> X oL-OXC 




Hi V d-L LLtr 




Tl/T -H l-^ T £S 4~ Vi 










y r\c \j X •J ^ yj -J f vci [_ LJ y \j m Li.iLi ^j.x o ^--■^ -l lull j 


O 6 . iN O . 


Z 0 X f± / ^ 


Cr^-n -f- 1 rr T H 


XXOvJOv X.rs.XL'-Li 


•J ILLWO J—ikJ ± 


nC-7-mfTh7^9 9 SHD^bT 




OXJrt.O J. A. 


NCBI GI 


g3372677 


BLAST score 


160 


E V3lu.e 


X * u e X u 




0 J 


% identity 


57 


NCBI Description 


{AF06174 9) tumorous irtiaginal discs protein Tid5 




L iivjiinj ocL^xtSiioj 


O e CJ . In O . 


Z O X 'i t D 


uonLig JLU 


XXOOoZ X.KXUXl 


*J iLiUo L i-iO i 


nP— '7Tri-FTH7 "^9 9 "nHPl RHT 
LH^ ZiUX XJL> / Z OCLU OXjX 


beg* ln o » 


Z 0 X 4 / O 


r*r^-ri ^ ^ rr T Pi 
L/OIiCly J. U 


XXOOO'i X.r\XUXX 




wt- \77 n nT7 17^^ hi 


Method 


BLASTX 


NCBI GI 


g2737882 


DjjAbi score 


o n n 
z UU 


E va.lue 


9 Pio — 1 

z . ue—xo 


Match length 


129 


% identity 


44 


Nutsi uescrxpuion 


(U4 6014) polyphenol oxidase [Saccharutn sp.] 


Seq. No, 


281477 


Contig ID 


115596 l.RlOll 


I — TTioQ-h TrQT 

J iU(J o L JCj O 1 


nr-7Tn-Fl h7^9d9an(^ih9 

LtV^ ZilLX XiJ / Z. 4 Z. a. U OUZ 


b e q . In o . 


9 Q 1 /I 7 Q 


uoncig -LU 


IXOdUZ l.KlUll 


D IIIOS L rjO I 


ziiix xiuo X / z / unuzDX 


beq. iNO . 


zo 14 / y 


fr^nl- in T H 
OtJi 1 u xy Xu 


XXODU4 x.rs.xuxx 


R F ^ J- f? 

•J iLLvJoL. HjO 1 


n r - 7 m -F Th 7 ^ 9 9 S f 0 b 1 


Method 


BLASTX 


NCBI GI 


g4455192 


bLAbi score 


A O*^ 

4 


E value 


0 . ue— ou 


Match length 


14 o 


% identity 


65 


NCBI Description 


(AL035440) putative protein [Arabidopsis thalia 


Seq. No. 


281480 


Contig ID 


115626 l.RlOll 


5 '-most EST 


uC-zmflb73225h09bl 



39251 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

gl841391 

188 

5.0e-14 

86 

55 

(D64039) 



EL3 [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



281481 

115626_2.R1011 
wyr700238959.hl 

281482 

115626_3,R1011 
xsy700213529.hl 

281483 

115630_1.R1011 
pmx700082656.hl 

281484 

115636_1.R1011 
uC-zmflb73226a07bl 

281485 

115656_1,R1011 
uC-zmflb73226c06bl 

281486 

115672__1.R1011 
uC-zmflb73226dl2bl 

281487 

115683_1.R1011 
uC-zmflb73226f02bl 

281488 

115686_1.R1011 

uC- zmf Imo 1 7 3 0 6b 1 lb 1 

281489 

115692_1.R1011 
gwl700614948 .hi 

281490 

115704_1.R1011 

uC-zmflb73226h02bl 

BLASTX 

g3372671 

778 

4 . Oe-83 
199 

75 ^ . . 1 

(AF061286) gamma-adaptin 1 [Arabidopsis thalianaj 

281491 

115739 2,R1011 



39252 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



uC-zmroteosinte090g06b2 

BLASTX 

g2809385 

777 

2.0e-89 

226 
76 

(AF024634) 
crispum] 



NADPH cytochrome P450 reductase [Petroselinum 



281492 

115742__1.R1011 

ymt700224343.hl 

BLASTX 

g4586245 

552 

2.0e-56 

262 
45 

{AL04 9640) putative protein [Arabidopsis thaliana] 
281493 

115747_1.R1011 
qmh700026857.fl 

281494 

115750_1.R1011 

uC-zmroteosinte033f 12bl 

BLASTX 

g3482977 

773 

5.0e-82 

475 

41 

{AL031369) putative protein [Arabidopsis thaliana] 
281495 

115752_1.R1011 

nbm700468448.hl 

BLASTX 

g4538965 

464 

5.0e-46 

225 
41 

(AL049488) hypothetical protein [Arabidopsis thaliana] 
281496 

115775_1.R1011 
xsy700213387.hl 

281497 

115782_1.R1011 

clt700043908.fl 

BLASTX 

g4544473 

494 



39253 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



5.0e-50 
125 

76 

{AC0065S0} 



putative inei2 protein [Arabidopsis thaliana] 



281498 

115823_1.R1011 
uC-zmflb73233d02bl 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



281499 

115850_1.R1011 

nbm700473850.hl 

BLASTX 

g3687224 

201 

9.0e-16 

71 
66 

(AC005169 
reductase 



putative N-acetyl-gamma-glutamyl -phosphate 
[Arabidopsis thaliana] 



281500 

115872_1.R1011 
uC- zmf lb7 3 2 3 6a0 6bl 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281501 

115874_1.R1011 
cyk700050127.fl 

281502 

115879_1.R1011 

uC-zmflb73236b02bl 

BLASTX 

g3337350 

322 

l.Oe-29 

71 

77 

(AC004481) putative permease [Arabidopsis thaliana] 
281503 

115885_1.R1011 
uC-zmflb73236b08bl 



Seq. No. 

Contig ID 
5 '-most EST 



281504 

11591Q__1.R1011 
uC-zmflb73236f06bl 



Seq. No. 

Contig ID 
5 '-most EST 



281505 

115913_1.R1011 
uC-zmflb73236fl0bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



281506 

115915_1.R1011 
hbs701185568.hl 
BLASTX 
g3913218 



39254 



DJjrlO J. DO'w'X.c: 


536 


E value 


2,0e-70 


Match length 


204 






NCBI Dsscnption 














oa. 1 — L V U.iLL J 


O c ^ . IN U . 


^ O J- -J U I 








nbm7 00J68723 hi 


Method 


BLASTX 


NCBI GI 


g3402699 




J z. ^ 


E value 


o • ue ou 


Match length 


94 


% identity 


61 


iV\^OX JL-'t^ O O i- -L < Ll^^ii 


fAm049611 unknown 


CI Kf 
O S , iM O . 


O X O u o 


uoni-iy -LU 


XXD^JO X.IxXwXX 


D ulOSX- iioi 


ZmXXJL) / OZOOavZDX 


Seq. No. 




L-omiig lu 


XXOy^U X.KXUXX 


0 -most ho 1 


uu-22nxiNoi /uuygiUDi 






NCBI GI 


g4115925 


BLAST score 


501 


E value 


2.0e-50 


Match length 


151 


% identity 


63 


NCBI Description 


(AF118222) contains 



(MG-CHELATASE SUBUNIT D) 



milarity to RNA recognition motifs 
(Pfam: PF00076^ Score=5 . 5e-23, N-2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281510 

115941_1.R1011 
uC-2mflb73253a06bl 



Seq. No. 

Contig ID 
5 '-most EST 



281511 

115961__1.R1011 
rvt700549447.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281512 

115969_1.R1011 

uC-zmflb73253d03bl 

BLASTX 

g2829904 

217 

3.0e-17 

78 
63 

(AC002311) Hypothetical protein [Arabidopsis thaliana] 



39255 



beq. NO. 


Zo 1 0 X J 


oontiig lu 




O IllOoL. £j0 1 


\7m1-7r)n9'90Q1 ^ hi 

yitt L. f\Jw^jL.KJj?±^*ll± 


Seq. No. 




uoni-ig lu 


1 1 ^Q7fi 1 PI ni 1 


D lUOoL il(0 i 


u.^ iiiiii. jLiJ / o z. o o t; X Uij J. 


Method 


BLASTX 


NCBI GI 


g3402679 


bLAol score 




E value 


o . ue 4 D 


Match length 


158 


% identity 


54 


lnl-idx uescnpLion 


Zir'H n /'I Q 7 > n-nlr-n r>u7ri 
\Jr\K^\J\J^.'Oy f } UXiKiiOWn 


Seq. No. 


281515 


Contig ID 


115979_1.R1011 


D -mos u I 


Tin -FT "KT "5 0 c; 1 OKI 


beq. No. 


Zo IoXd 


L-ontig lu 


iioUUi l.KlUli 


D "luosr hjoi 


n r'— -7T¥1 -PI Tn/-^1 lO/l C^/TriCiKI 

Uk^ zmr-Linoi /z^ioguoDi 


Seq. No. 


zoiol / 


Contig ID 


lioOoO l.RiUll 


0 — mosL £jbi 


Uk^ ZIiirJ-D / OZOOClZDx 


lYieTinoa 




NCBI GI 


g3892714 


BLAST score 


435 


E value 


7.0e-43 


Match length 


145 


% identity 


61 


NCBI Description 


(AL033545) trehalos 



-6-phosphate phosphatase - like protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281518 

116037_1.R1011 

uC-2inflb73318h05bl 

BLASTX 

g2642163 

462 

8.0e-46 

238 

43 

(AC003000) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281519 

116052_1.R1011 

uC-2mflb73256el2bl 

BLASTX 

g4218121 

320 

4,0e-29 

143 

45 

(AL035353) putative protein [Arabidopsis thaliana] 



39256 



II 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281520 

116052_3.R1011 
ypc700800360.hl 

281521 

116067_1.R1011 
uC-zmflb73256g07bl 

281522 

116076_1.R1011 
uC-zmflmol7246bllbl 

281523 

116077_1.R1011 

uC-zmflb73256h07bl 

BLASTX 

g478809 

372 

2.0e-35 

178 

pJotein kinase 6 (EC 2.7.1.-) - soybean >gi-l^ J^„^f ^ ^ ^ 
protein kinase [Glycine max] >gi_444789_prf_1908223A 
protein kinase [Glycine max] 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



281524 

116077_2.R1011 
ypc700799285.hl 

281525 

116078_1.R1011 
uC-zmflb73220allb2 

281526 

116086_1.R1011 
uC-zmflmol7037hl0al 

281527 

116100__1.R1011 

uC-zmflb73263bl0bl 

BLASTX 

g464872 

180 

l.Oe-12 
127 

^Inscription factor iiia (factor a) (tfiiia) , ^^^^^^ 

>ai 345618 pir JC1442 transcription factor IIIA - American 
toad >gi_429029:emb_CAA41259_ (X58366) transcription factor 
IIIA [Bufo americanus] 

281528 

116113_1.R1011 
fC-zmle700443661a5 

281529 

116116 l.RlOll 



39257 



5 '-most EST 



uC-zxnflb73263ci07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281530 

116121_1.R1011 

uC-zmroB73020a08bl 

BLASTX 

g2746335 

167 

2.0e-ll 

74 

42 

(AF037205) RING zinc finger protein [Mus musculus] 
281531 

116121_2.R1011 

uC-zmflb73014dl2al 

BLASTN 

g949979 

40 

6.0e-13 

59 

92 

2. mays Glossy2 locus DNA 
281532 

116139_1.R1011 
uC-zmflb73346dl0a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281533 

116156_1.R1011 

uC-zmflb73263h09bl 

BLASTX 

g3983663 

653 

3.0e-68 

159 

86 

(AB011270) importin-betal [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281534 

116157_1.R1011 

rvt700553227.hl 

BLASTX 

g3152613 

142 

4.0e-10 

142 
41 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
281535 

116173_1.R1011 
uC-zmflb73304al2bl 



Seq. No. 
Contig ID 
5 '-most EST 



281536 

116181_1.R1011 
uC-zmflb73264c07bl 



39258 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281537 

116196_1.R1011 

uC-zinflmol7223fllbl 

BLASTN 

g3511235 

51 

2.0e-19 

63 

95 

Zea mays starch branching enzyme lib (ae) gene, 
cds 



complete 



Seq, No. 

Contig ID 
5 '-most EST 



281538 

116217_1.R1011 
uC-zmflmol7168hl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281539 

116226^1. RlOll 

uC-zmflb73264h01bl 

BLASTX 

g4417291 

195 

8.0e-15 

157 
34 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281540 

116231_1.R1011 
uC-zmflb73264h08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281541 

116238_1.R1011 

uC-zmflb73270a04bl 

BLASTN 

g507770 

35 

5.0e-10 

83 

86 

Zea mays D3L H (+) -transporting ATPase 
cds 



(Mhal) gene, complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281542 

116240^1. RlOll 

uC-zmflb73270a06bl 

BLASTX 

g3176659 

201 

2.0e-15 

135 
39 

{AC004393) Strong similarity to receptor kinase gb_M80238 
from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 



281543 



39259 



# 



Contig ID 


116257_1.R1011 


D — IlIOSL iLiO 1 


nr-vmf 1 bi7 "^97 nhl 9bi1 


oeq. LNO. 






xiDzoy i.Kiuix 




ULv ZIullU / Oi / UCU^Dl 


Seq. No. 






XlOZ/0 l.KlUll 


0 -ItlOSt hjO i 


yitin / uuzzuoiu.ni 






NCBI GI 


g3695063 


BLAST score 


507 




9 0(^-^1 
* uts C) J. 


Match length 


1 9 ^ 


% identity 


80 


NCBI Description 


(AF064789) rac GTPase activating prot 






Seq. No. 


281546 


Contig ID 


116279_1.R1011 


D — uIOSL. IliO i 


UL- ziuroT,eos m ce i i o njoi-?! 


Seq. No. 


Zoio4 / 


oontig ID 




0 — mOSTl CjDI 


nDm /uu4oozDo.ni 


Seq. No. 


Zo Xo4 o 


Contig ID 


lloJlo l.KlUll 


o ' -most EST 


uL-zmiiD / jszobaiiaz 


Method 


BLASTX 


NCBI GI 


g4006886 


BLAST score 


Z Ufc) 


E value 


o . (Je-lb 


Match length 


51 


% identity 


75 


jNt^rii description 




Seq. No. 


281549 


Contig ID 


116323_1.R1011 


D —mosz sLio i 


Tir'-.r?Tn-F1 K7 '^979K1 1 Kl 
UU ZmriD / J5Z /ZDllD-L 


Seq* No. 


O Q 1 t: c n 


Oontig ID 


J.lbo^4 i.KlUil 


Cl T70T 

0 -ItlOSt 1 


UU^ZIUrlD / oZ / ZClZDX 


Seq. No. 


ZoXoOl 


Lonrig lu 


XXb^4U X.KXUXX 


o -most: Lb 1 


UL'~zmroL.eosinteu xudxudx 


cie Liiou 


OXjxt.0 1 A. 


NCBI GI 


g4539335 


BLAST score 


669 


E value 


2.0e-70 


Match length 


189 


% identity 


63 


NCBI Description 


(AL035539) putative protein [Arabidop 



3 [Lotus 



39260 




Seq. No. 


o o 1 ceo 


Contig ID 


lloJ4i l.KlUll 




uL- zmriD f j/L / zd'JoDi 


Method 


BLASTX 


NCBI GI 


g3810592 


BLAST score 


o c o 


E value 


z . ue~z 1 


Matcn iengtn 


lyz 


-3 Identity 




NCBI Description 


tACuuooyo) unKnown prouem [HraDiaopsis i,naiianaj 


Seq. No. 


O O 1 C C 


contig xu 


ilDJ4J l.KlUll 


b ' -most EbT 


uC-zmrlJo / oZ /zaiiDl 


Method 


BLASTX 


NCBI GI 


g4455188 


BLAST score 


Z D 4 


E value 


z . ue~z 1 


Match length 


211 


% identity 


29 


NCBI Description 


[i\Li\j oDO z 1 } puTzacive proi-em {^HraDiuopsis Tznananaj 


Seq. No. 


Z 0 lO 0 4 


Contig ID 


116369_1 . RlOll 


5 ' -most EST 


ntr / uuO /z / o / .nl 


Seq. No. 


281555 


Contig ID 


116375 1. RlOll 


5 '-most EST 


wyr 7 002373 01 . hi 


Method 


BLASTX 


NCBI GI 


g3695392 


BLAST score 


4 lo 


E value 


1 . Oe-40 


Match length 


193 


% identity 


44 


NCBI Description 


[Ahuyb3/i) No aeriniLion line touna [AraDiaopsis rnai. 


Seq. No. 


281556 


Contig ID 


116384_1. RlOll 


5 ' -most EbT 


wty / UUlbob4 / .ill 


Seq. No. 


281557 


Contig ID 


116386_1 . RlOll 


5 '-most EST 


vux7 00162436 . hi 


Seq. No. 


281558 


Contig ID 


llDoyi l.KlUll 


D -most bo i 


uL— zitiriD / jz / 4au yoi 


ruennocL 


riT 7\ CTV 
rSli/io 1 A 


NCBI GI 


gll70408 


BLAST score 


261 


E value 


2.0e-22 


Match length 


56 


% identity 


86 


NCBI Description 


HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT14 (HD-2IP PROTEIN 



>gi__54 9885 (U09334) homeobox protein [Arabidopsis thaliana] 

39261 



Seq. No. 


281559 


Contig ID 


116401 l.RlOll 


5* -most EST 


nbm7 00472694. hi 


Method 


BLASTX 


NCBI GI 


g2462762 


BLAST score 


525 


E value 


z , Ue-oo 


Match length 


170 


% identity 


62 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 


Seq. No. 


281560 


Contig ID 


116411 l.RlOll 


5 '-most EST 


nbm7 00475313. hi 


Seq. No. 


281561 


Contig ID 


iiD4Z4 1 . KiUXi 


o -most bb i 


ceu /UU4zdUj1 .nl 


Method 


BLASTX 


NCBI GI 


g3540194 


BLAST score 


587 


E value 


1 . Oe-60 


Match length 


136 


% identity 


82 


NCBI Description 


(AC004260) AtVPS45p [Arabidopsis thaliana] 


Seq. No. 


281562 


Contig ID 


116426 l.RlOll 


b -most EST 


uC-zmrimol /UbbalOol 


Method 


BLASTX 


NCBI GI 


g3281861 


BLAST score 


837 


E value 


1 . Oe-89 


Match length 


244 


% identity 


67 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


281563 


Contig ID 


116442 l.RlOll 


5 '-most EST 


uC-zmf lD7327 4f 12d1 


Seq. No. 


281564 


Contig ID 


116443 l.RlOll 


5 '-most EST 


nbm700464961 .hi 


Method 


BLASTX 


NCBI GI 


g3386604 


BLAST score 


254 


E value 


l,0e-21 


Match length 


200 


% identity 


30 


NCBI Description 


(AC004665) putative protein kinase [Arabidopsis thai. 


Seq. No. 


281565 


Contig ID 


116449 l.RlOll 


5 '-most EST 


uC-zmflb73274h09bl 



39262 



® 



O *-\ « "NT /-^ 

beq. LNO. 


Z O ± 0 O 0 




1 1 fsdfid 1 R 1 01 1 


3 iLlU O u rj O -L 


wvr7nOP^4 1 97 hi 
vvyi. f \j \J ^ ^ J- ^ / * 11 M 


Method 


BLASTX 


NCBI GI 


g3819697 




Z, O r± 


E value 


z . ue— X y 


Match length 


179 


% identity 


37 


NCBI Description 




beq. NO. 


o Q T c: 
ZolOD / 


conuig iu 


liD4toU i.KlUXl 


D — IUOSL £jOi 


Uu ZluriD/JZ fDDl.iC.ul 


Seq. No. 


9 Q 1 c; Q 


v^uni-iy xu 


xJ-D^ioy X. rs. J- vj i X 


D ILIOSE EjoI 


uL^ zmnD / oz f oQuoijx 


Method 


rjT H C!TV 
JdUHo 1 a 


NCBI GI 


g4585993 


BLAST score 


645 


E value 


1 pi^— ^:7 
X . ue t) / 


Match length 


14 b 


% identity 


81 


NCBI Description 


(AC005287) Similar 




tnaliana J 


Seq. No. 


281569 


Contig ID 


116501_1.R1011 


D -most hb 1 


TT^" r,-rrt-P1 K7 '597 R/-11 9K1 


Seq. No, 


zo lb /O 


Contig ID 


116503 l.RlOll 


0 -most EST 


tt/^ r-iTY-i -PI K7 9 9 7 R Pi 9K T 

uu- zmxlD /oZ /oeuZDi 


Seq. No. 


ZB15 11 


uoncig lu 


XXDOXX X.KXUXX 


O — luOSTI. hibi 


np_ rrTnr-7^K7 '5n7R/^rs9KT 

zmroD / «3(j / 3cuzx>x 


Method 


BLASTX 


NCBI GI 


g3688173 


rSJj/ioi score 


OD J 


E value 


J , ue— yz 


Match length 


9 "7 C 
Z / 0 


^ identity 


n; Q 
DO 


NCBI Description 


/7\T ri9i Qr*yi ^ v^n-i ■,4- A tt/*> 

tALUoXoU4j putative 


Seq. No, 


281572 


Lontig iu 


XXbOlo X.KlUxi 


O ItlOSU HjO 1 


ZIIII XJD / / O XU DiJ X 


Method 


BLASTX 


NCBI GI 


g3688173 


BLAST score 


583 


E value 


3.0e-60 


Match length 


175 


% identity 


63 



Similar to serine/threonine kinases [Arabidopsis 



NCBI Description (AL031804) putative protein [Arabidopsis thaliana] 



39263 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281573 

116515_1.R1011 

uC-zmflb73275f08bl 

BLASTX 

g738309 

154 

3.0e-10 

87 

41 

nucler protein GRBl 



[Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



281574 

116535_1.R1011 

uC-zmflb73275h07bl 

BLASTX 

g2642158 

372 

l.Oe-35 

92 

70 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
281575 

116537__1.R1011 

uC-zmflb73275h09bl 

BLASTX 

g4512705 

303 

4.0e-54 

146 

76 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

281576 

116561_1.R1011 

qmh700028546.fl 

BLASTX 

gl628482 

213 

7.0e-17 

180 
8 

(X97570) embryogenesis transmembrane protein [Zea mays] 
281577 

116567_1.R1011 
xmt700260992.hl 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



281578 

116568_1.R1011 

uC-zmflb73276c0Bbl 

BLASTX 

g2924515 

258 

2.0e-22 
100 



39264 



# 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



52 

(AL022023) putative protein [Arabidopsis thaliana] 
281579 

116580_1.R1011 

pwr700449439.hl 

BLASTX 

g4263722 

832 

4,0e-89 

254 

62 

{AC006223) putative glucan synthase [Arabidopsis thaliana] 
281580 

116586_1.R1011 
uC-zmflb73276e05bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



281581 

116596_1.R1011 

uC-zmflb73276f05bl 

BLASTX 

gl707642 

264 

4.0e-24 
135 

47 

(Y07748) TMK [Oryza sativa] 
281582 

116601_1.R1011 
xmt700264636.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281583 

116613_1.R1011 

wty700171887.hl 

BLASTX 

g4567304 

640 

7.0e-67 

218 
57 

(AC005956) unknown protein [Arabidopsis thaliana] 
281584 

116613_2.R1011 

uC-zmflb73135f04b2 

BLASTX 

g4567304 

171 

4,0e-12 

70 
59 

{AC005956) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



281585 

116642 l.RlOll 



39265 



5 '-most EST 



wyr700240246.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281586 

116665_1,R1011 

tfd700570164.hl 

BLASTX 

g600855 

291 

7.0e-26 

248 

29 

(U17887) bZIP protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281587 

116672_1.R1011 

uC-zmflmol7315e02al 

BLASTX 

g3242783 

166 

2.0e-ll 

48 

62 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 



Seq. No. 


281588 


Contig ID 


116676 l.RlOll 


5 '-most EST 


fC-zmfl700352054yl 


Method 


BLASTX 


NCBI GI 


g4512714 


BLAST score 


197 


E value 


l.Oe-14 


Match length 


46 


% identity 


80 


NCBI Description 


(AC006569) hypothetical 


Seq. No. 


281589 


Contig ID 


116678 l.RlOll 


5 '-most EST 


uC-zmflb73278f07bl 


Method 


BLASTX 


NCBI GI 


g2494842 


BLAST score 


301 


E value 


4.0e-27 


Match length 


123 


% identity 


49 


NCBI Description 


GLUCOSYLTRANSFERASE ALG6 



i_2131171__pir S61985 ALG6 

protein - yeast (Saccharomyces cerevisiae) >gi_1150997 
{U434 91) hypothetical protein UNA544 [Saccharomyces 
cerevisiae] >gi_1420090_emb_CAA99190_ {Z74910) ORF YOR002w 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 



281590 

116685_1.R1011 
rvt700553088.hl 



Seq. No. 

Contig ID 



281591 

116711 l.RlOll 



39266 



5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



uC-zmflb73279allbl 
281592 

116713_1.R1011 
fC-zmle700429503a4 

281593 

116726_1.R1011 

uC-zmflb73279c04bl 

BLASTX 

g4586246 

228 

8.0e-19 

58 
64 

(AL049640) putative protein [Arabidopsis thaliana] 
281594 

116736_1.R1011 
uC-zmroteosinte031h07bl 

281595 

116756_1.R1011 
uC-zmroteosinte07 4d06bl 

281596 

116760_1.R1011 

uC-zmflb73279g06bl 

BLASTX 

g4580389 

339 

l.Oe-31 

93 

69 

(AC007171) unknown protein [Arabidopsis thaliana] 
281597 

116765_1.R1011 

uC-zmflb73279gllbl 

BLASTX 

g2388583 

515 

3.0e-52 

165 

65 

{AC000098) Similar to Synechocystis hypothetical protein 
[gb_D90908) . [Arabidopsis thaliana] 

281598 

116775_1.R1011 
uC-zmflb73284a03bl 

281599 

116781_1.R1011 

uC-zmflb73284b02bl 

BLASTX 

g2760324 



39267 



II 



BLAST score 


o o c 

zoo 


E value 


6 . Oe-29 


Match length 


151 


% identity 


46 


NCBI Description 


(ACCJU21JU) FlNzl.9 


Seq* No. 


281600 


Contig ID 


116785_1.R1011 


5 ' -most EST 


nbm7 00 47 0365 ,hl 


Seq. No, 


281601 


Contig ID 


116802_1.R1011 


5 '-most EST 


wyr700240807 . hi 


Seq. No. 


281602 


Contig ID 


116816 l.RlOll 


o*-most EST 


xyt7 0034 3 9 69 , hi 


Seq. No. 


281603 


Contig ID 


ilooiy l.RxOll 


5 ' -most EST 


uC-zmf lD732o4g05bl 


Method 


BLASTX 


NCBI GI 


g3953466 


BLAST score 


324 


E value 


8 . Oe-30 


Match length 


120 


% identity 


53 


NCBI Description 


(AC002328) F20N2.11 


Seq. No. 


281604 


Contig ID 


116868_1.R1011 


5 ' -most EST 


wyr700236927 .hi 


Seq. No. 


281605 


Contig ID 


116873 l.RlOll 


5* -most EST 


xsy700210788 . hi 


Method 


BLASTX 


NCBI GI 


g4490341 


BLAST score 


265 


E value 


6 . Oe-23 


Match length 


106 


% identity 


46 


NCBI Description 


(AL035656) putative 


Seq. No. 


281606 


Contig ID 


116892_1.R1011 


5 '-most EST 


uC-zmf lb73285hllbl 


Seq. No. 


281607 


Contig ID 


116898_1.R1011 


0 -most EjoI 


Wty /UUl 0 / D^i / . nl 


Seq. No. 


281608 


Contig ID 


116918 l.RlOll 


5 '-most EST 


uC-zmflb73286cl2bl 


Method 


BLASTX 


NCBI GI 


g4262239 



[Arabidopsis thaliana] 



39268 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



416 

5.0e-41 

94 
87 

(AC006200) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281609 

116937_1.R1011 

uC-zmflb73286el2bl 

BLASTX 

g3004565 

282 

8.0e-25 
63 

79 n ■ 1 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
281610 

116937_2.R1011 

xyt700342743.hl 

BLASTX 

g3004565 

290 

l.Oe-25 
66 

77 . ■ 1 

(AC003673) putative protein kinase [Arabidopsis thaliana] 

281611 

116953_1.R1011 

pmx700083042.hl 

BLASTX 

g3128231 

329 

2.0e-30 

219 

21 

{AC004077) hypothetical protein [Arabidopsis thaliana] ^ 
>gi 3337370 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281612 

116957_1.R1011 
uC-zmflb73286gl0bl 



281613 

116972_1.R1011 

ntr700071777.hl 

BLASTX 

g2245108 

585 

2.0e-60 

156 

68 

(Z97343) EREBP-4 



homolog [Arabidopsis thaliana] 



39269 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281614 

116979_1.R1011 

xmt700258251.hl 

BLASTX 

g3132477 

705 

l.Oe-74 

299 
10 

(AC003096) unknown protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281615 

116988_1.R1011 

vux700160426.hl 

BLASTN 

g2739216 

67 

4.0e-29 

87 
94 

Hordeum vulgare L41 ribosomal protein 



281616 

116995_1.R1011 

uC-zmflb73291h04bl 

BLASTX 

gl773014 

369 

5.0e-35 

101 

74 

(Y10338) chloride channel Stclcl 



[Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



281617 

117019_1.R1011 

uC-zmflb73287h03bl 

BLASTX 

g3341679 

403 

3.0e-57 

138 
83 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

281618 

117030_1.R1011 
pwr700451259.hl 

281619 

117031_1.R1011 

pmx700086960.hl 

BLASTX 

g2497539 

1158 

l.Oe-127 

345 



39270 



% identity 

NCBI Description 



66 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
{M64736) ATPtpyruvate phosphotransferase [Ricinus communis] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



281620 

117051_1.R1011 
xmt700266086,hl 

281621 

117051_3.R1011 
ceu700432671.hl 

281622 

117063_1.R1011 

pmx700085104.hl 

BLASTX 

g4544409 

474 

4.0e-47 

152 

62 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] >gi_4585920_gb_AAD25580 . 1_AC007211_^2 (AC007211) 
putative scarecrow homolog [Arabidopsis thaliana] 

281623 

117070_1.R1011 
nwy700446738.hl 

281624 

117107_1.R1011 

ydl700405339.hl 

BLASTX 

g4544399 

243 

6.0e-21 

81 

57 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabxdopsis 
thaliana] 

281625 

117121_1.R1011 
xyt700343873.hl 

281626 

117124_1.R1011 
uC-zmflb73291b01al 

281627 

117154_1,R1011 
uC-zmflb73291h02bl 

281628 

117156_1.R1011 

uC-zmflmol7287dl2bl 

BLASTX 



39271 



NCBI GI g4220527 

BLAST score 208 

E value 2.0e-16 

Match length 162 

% identity 32 . . • ^ • i 

NCBI Description (AL035356) putative protein [Arabxdopsis thaliana] 



Seq. No. 281629 

Contig ID 117161_1 . RlOll 

5'-most EST cyk700050209 . f 1 



Seq. No. 281630 

Contig ID 117173^1 . RlOll 

5 '-most EST uC-zmf Ib73291h08bl 

Method BLASTX 

NCBI GI g3075391 

BLAST score 300 

E value 5.0e-27 

Match length 172 

% identity 44 u i • i 

NCBI Description (AC004484) unknown protein [Arabidopsis thalianaj 



Seq. No. 281631 

Contig ID 117174_1. RlOll 

5V-most EST uC-zmf Ib73291h09bl 

Seq. No. 281632 

Contig ID 117177_1. RlOll 

5 '-most EST uC-zmf Ib73292a03bl 

Method BLASTX 

NCBI GI g3041883 

BLAST score 192 

E value 4.0e-14 

Match length 153 

% identity 35 

NCBI Description (AF037256) ES2 protein [Mus musculus] 



Seq. No. 281633 

Contig ID 117213_1 . RlOll 

5 '-most EST uC-zmf lMol7016d07bl 

Method BLASTX 

NCBI GI g4336436 

BLAST score 351 

E value 4.0e-33 

Match length 112 

% identity 58 

NCBI Description {AF092432) protein phosphatase type 2C [Lotus ^aponr 



Seq. No. 281634 

Contig ID 117213_2 . RlOll 

5'-most EST ypc700801224 . hi 



Seq. No. 281635 

Contig ID 117218_1 . RlOll 

5'-most EST nbm700471103 . hi 

Method BLASTX 

NCBI GI g4467147 



39272 



BLAST score 




E value 


4 . Oe-48 


Match length 


131 


% identity 


68 


NCBI Description 


{ALiuJDD4U} putative ] 


Seq. No. 


281636 


Contig ID 


117219 l.RlOll 


D -most EbT 


uC-zmroteosinte04 OhO 


Seq, No. 


281637 


contig lu 


ll/Z/:4 l.KlUli 


C, t Tri^o+- TOT* 

D -most iifOi 


xyc / uu^4iDOJ.4 .n± 




Dijri.0 iA 


NCBI GI 


g3695061 


BLAST score 


876 


E value 


2 . Oe-94 


Match length 


287 


% identity 


62 


NCBI Description 


{AF064788) rac GTPas 




j aponicus] 


Seq. No, 


281638 


Contig ID 


117243 l.RlOll 


5 ' -most EST 


xjt700095314 .hi 


Method 


BLASTX 


NCBI GI 


g3080448 


BLAST score 


617 


E value 


4 . Oe-64 


Match length 


229 


% identity 


55 


NCBI Description 


(AL022605) putative ; 


Seq. No. 


281639 


Contig ID 


117257_1 . RlOll 


5 ' -most EST 


uC-zmf Ib73294e03bl 


Seq. No. 


281640 


Contig ID 


11/263 l.RlOll 


C f inn ^ 4- TT'CT' 

D -most Ebi 


cyK /uuuoi///,ri 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


234 


E value 


3 . Oe-19 


Match length 


100 


% identity 


47 


NCBI Description 


(AC003105) putative 


Seq, No. 


281641 


Contig ID 


11/264 l.RlOll 


D -most tiO L 


UL- zmrxmol / luuau /oi 


Method 


BLASTX 


NCBI GI 


g2392895 


BLAST score 


936 


E value 


l.Oe-101 


Match length 


251 


% identity 


71 



rac GTPase activating protein 2 [Lotus 



39273 



NCBI Description 


(AF017056) brassinosteroid insensitive 1 [Arabidopsis 




t 1 "i anal 




iC \J J- u ^ ^ 


Pnn1- in TT) 


117271 1 RlOll 




uC-zinfTb73106bllal 


O C ^ • Vi\J » 


281643 

L/ -L vJ " ^ 


Cnnfia ID 


117281 1. RlOll 


S'-mos1- EST 


ceu7004'31194 .hi 


Method 


BLASTX 


NCBI GI 


g4049353 




553 


Cj V d-L LLC 






± U 


o X 'ij.t; J, i U X U 




MPRT Dp sPT"i ni~ i on 

i-N J_J -L J— ' >3 ij V-" J ^ t"'^ ^ t-wXX 


/ALin34S67) mitatlvp DTotpin f Aralrjidoosi'^; thalianal 




981 fS44 

^ O X \J ri T 


Contia ID 


117300 1. RlOll 


5 '-most EST 


uC-zinfTb73298bllbl 


Mpt hnri 


BLASTX 


NCBI GI 


g4249388 


BLAST score 


344 




2 Op-32 




108 


% identity 


59 


NCBI Description 


(AC005966) Similar to gb AF025438 Opa-interacting protei 




\\Jjut:Z^) XXUiU ntJiLHJ oa.JJXtiilo . Lr^X a.iJX^j.(J|Jo X o LilctXXa.Iici J 


Seq. No. 


281645 


Contig ID 


117302_1. RlOll 




T,n-7-mf 1 b7 32 n7h1 


Seq. No, 


281646 


Contig ID 


117308 1. RlOll 


■J iLlUo L £jO J. 


nr-'z-m-Fl h7'^2QRn1 9h1 

U.^ ZiiLlXXX'/0^-?QOX^X^X 


Seq. No. 


281647 


Contig ID 


117321 1. RlOll 


E;T_Tr|^c-j- EST 


nTnx70nOR4n70 hi 


Cfin" Kin 


^ O X U 1 u 


Pont- "in in 


1 1 7331 1 RlOll 

XX/JOX X.IaXVJXX 




nr-'7mfTh7 3 9Qfl f DPhl 

LlVw. ZiiUXXU / J 27 O J-\J Z.iJ d. 


*^An Kin 


^ O X vj y Z? 


Pnnh T n ID 


1 1 73SR 1 R1 01 1 
xx/ojo X. rvx \j X X 


c: f EST 


,in_^-mfTK7T9QQv,-i Obi 


Method 


BLASTX 


NCBI GI 


g2160144 


BLAST score 


148 


E value 


2.0e-09 


Match length 


47 


% identity 


53 


NCBI Description 


(AC000375) Strong similarity to Arabidopsis oligopeptide 



transporter (gb_X77503) . [Arabidopsis thaliana] 



39274 



# 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281650 

117366_1.R1011 

uC-zmflb73299a08bl 

BLASTX 

g868266 

180 

3.0e-13 

85 

52 

(U29536) F45E12.1 gene product [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281651 

117375_1.R1011 

uC-zmflb73299b08bl 

BLASTX 

g2832618 

480 

6.0e-48 

249 

27 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281652 

117415_1.R1011 
uC-zmflMol7093d08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281653 

117433_1.R1011 

uC-zmflb73300allbl 

BLASTX 

g3355480 

262 

2.0e-34 
220 
38 

(AC004218 
thaliana] 



Medicago nodulin N21-like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



281654 

117437_1.R1011 
uC-zmflb73300b03bl 



Seq. No. 

Contig ID 
5 '-most EST 



281655 

117441_1.R1011 
uC-zmflb73300b07bl 



Seq. No. 
Contig ID 
5 '-most EST 



281656 

117487_1.R1011 
uC-zmflb73300fl0bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



281657 

117491_1.R1011 

cat700020125.rl 

BLASTX 

g4204313 

304 



39275 



E value 
Match length 
% identity 
NCBI Description 



2.0e-27 

81 
73 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281658 

117510_1.R1011 
uC-zmflb73303al0bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



281659 

117520_1.R1011 
uC-zmflb73303c01bl 

281660 

117524_1.R1011 

uC-zmflmol7097f07bl 

BLASTX 

g2760844 

445 

5.0e-44 

179 

53 

(AC003105) hypothetical protein [Arabidopsis thaliana] 
281661 

117525_1.R1011 

uC-zmflb73303d04bl 

BLASTN 

g405634 

66 

l.Oe-28 

202 

83 

Z.mays zmcpt mRNA triose phosphate/phosphate translocator 
281662 

117526__1.R1011 
uC-zmflmol7158bl0bl 



281663 

117530_1.R1011 

uC-zmflmol7153g05bl 

BLASTX 

g2921323 

1010 

l.Oe-110 

244 
76 

(AF034112) beta-1, 3-glucanase 7 
281664 

117535_1.R1011 
pmx700081872.hl 

281665 

117538 l.RlOll 



[Glycine max] 



39276 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73356fl0a2 

BLASTX 

g434759 

437 

5.0e-43 

202 
66 

{D21163) similar to human elongation factor 2 mRNA (HSEF2) 
[Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



281666 

117545_1.R1011 
gct701178304.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281667 

117547_1.R1011 

uC-zmflb73303flObl 

BLASTX 

g4008551 

258 

3.0e-22 

128 
41 

(AL034490) pseudouridylate synthase [Schizosaccharomyces 
pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



281668 

117552_1.R1011 
yyf700348457.hl 



Seq. No. 

Contig ID 
5 '-most EST 



281669 

117559_1.R1011 
wyr700237778.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281670 

117582_1.R1011 

uC-zmflb73165a05b2 

BLASTX 

g3335359 

761 

5.0e-81 

217 

68 

{AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281671 

117593^1. RlOll 
zuv700356153.hl 



Seq. No. 

Contig ID 
5 '-most EST 



281672 

117612_1.R1011 
fwa700098037.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



281673 

117625_1.R1011 

uC-zmflb73317c08bl 

BLASTX 



39277 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl491638 
267 

2.0e-36 

175 
47 

{X99922) male sterility protein 2 



[Brassica napus] 



281674 

117640__1.R1011 

uC-zmflb73317e04bl 

BLASTX 

g2829865 

177 

l.Oe-15 

75 

63 

{AC002396) N-terminal region similar to DNA-J proteins 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281675 

117654_1.R1011 
uC-zmflb73317f08bl 

281676 

117662_1.R1011 

ypc700800901.hl 

BLASTX 

g3885334 

285 

3. Oe-25 

96 

55 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



281677 

117664_1.R1011 
uC-zmflb73317gl0bl 

281678 

117670_1.R1011 
zuv700356108.hl 

281679 

117678_1.R1011 
uC-zmflb73224a09al 

281680 

117682_1.R1011 
uC-zmflmol7042f06bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



281681 

117689_1.R1011 

uC-zmflb73318bl2bl 

BLASTX 

g404690 

455 



39278 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-45 

181 

49 

(L19075) cytochrome P450 [Catharanthus roseus] 
281682 

117696_1.R1011 

uC-2mflb73318cllbl 

BLASTX 

g2244971 

440 

l.Oe-43 

168 

58 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
281683 

117710_1.R1011 

uC-zmflb73318e08bl 

BLASTX 

g3450842 

217 

2.0e-17 

68 

59 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 


281684 


Contig ID 


117727 l.RlOll 


5 '-most EST 


uC-zmflmol7055a09bl 


Method 


BLASTX 


NCBI GI 


g2271477 


BLAST score 


772 


E value 


3.0e-82 


Match length 


158 


% identity 


94 


NCBI Description 


{AF009631) AP47/50p 


Seq. No. 


281685 


Contig ID 


117740 l.RlOll 


5 '-most EST 


uC-zmflb73319allbl 


Seq. No. 


281686 


Contig ID 


117776 l.RlOll 


5 '-most EST 


xsy700209437.hl 


Seq. No. 


281687 


Contig ID 


117816 l.RlOll 


5 '-most EST 


uC-zmflb73235b09b2 


Method 


BLASTX 


NCBI GI 


g3928758 


BLAST score 


845 


E value 


6.0e-91 


Match length 


196 


% identity 


82 


NCBI Description 


(AB007987) Lipoic a< 



39279 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 4454462_gb_AAD20909_ (AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 

281688 

117830_1.R1011 
gct701177719.hl 

281689 

117841_1.R1011 

uC-zmroB73001d09bl 

BLASTX 

g2160694 

154 

6.0e-10 

96 
35 

(U73528) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 

281690 

117849_1.R1011 

uC-zmroB7 3001e05bl 

BLASTX 

g4406756 

581 

4.0e-60 

142 

78 

(AC006836) putative integral membrane protein A3 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281691 

117884_1.R1011 
ntr700074529.hl 

281692 

117886_1.R1011 

uC-zmroB73001h08bl 

BLASTX 

g4218537 

350 

l.Oe-32 

180 
36 

(AJ010830) GRAB2 protein [Triticum sp.] 



281693 

117919_1.R1011 

uC-zmroB73013e07bl 

BLASTX 

g2827715 

431 

2.0e-42 

165 

54 

{AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



39280 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5^ -most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



281694 

117929_1.R1011 
uC-zmroB73013g03bl 

281695 

117990_1.R1011 
uC-zmroB73014dlObl 

281696 

118005__1.R1011 
uC-zmroB73014f02bl 

281697 

118007_1.R1011 

uC-zmflmol7257e05bl 

BLASTX 

g731742 

266 

4.0e-23 

132 

43 

HYPOTHETICAL 71.4 KD PROTEIN IN NMD3-EN02 INTERGENIC REGION 

>gi 626678_pir S48910 hypothetical protein YHR171w - yeast 

(Saccharomyces cerevisiae) >gi_458899 (U00027) Yhrl71wp 
[Saccharomyces cerevisiae] >gi_3688 625_dbj_BAA33474_ 
(AB017925) ORE YHR171w [Saccharomyces cerevisiae] 

281698 

118019_1.R1011 

wyr700236649.hl 

BLASTX 

gl084461 

430 

4.0e-42 

111 

'74 . , 

RCc3 protein - rice >gi_786132 (L27208) RCc3 [Oryza sativa] 

281699 

118019_2.R1011 

uC-zmroteosinte063a08bl 

BLASTX 

gl084461 

362 

2.0e-34 

113 

66 . , 

RCc3 protein - rice >gi_786132 (L27208) RCc3 [Oryza sativa] 

281700 

118019_4.R1011 

cyk700048467.fl 

BLASTX 

gl084461 

197 

2.0e-15 



39281 



Match length 66 
% identity 65 
NCBI Description 

Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5^ -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5^ -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



RCc3 protein - rice >gi_786132 (L27208) RCc3 [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



281701 

118024_1.R1011 
wyr700240305.hl 

281702 

118026__1.R1011 
uC-zmroteosintell6c04b2 

BLASTX 
g3128234 
401 

7.0e-39 

88 
78 

{AC004077) hypothetical protein [Arabidopsis thaliana] 
281703 

118035_1.R1011 
uC-zmflmol7100f06bl 
BLASTX 
g2245378 
326 

3.0e-39 

156 
55 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
281704 

118040_1.R1011 
uC-zmroB73015a01bl 
BLASTX 
g2894599 
174 

3.0e-26 

150 
49 

(AL021889) putative protein [Arabidopsis thaliana] 
281705 

118041_1.R1011 
uC-zmflmol7154bllbl 
BLASTX 
g3033398 
279 

l.Oe-24 
74 

74 ^. 
(AC004238 ) putative phosphoribosylaminoimidazolecarboxamrcte 

formyltransferase [Arabidopsis thaliana] 
281706 

118042_1,R1011 

uC-zmroB73015a03bl 

BLASTX 



39282 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3004552 
460 

7.0e-46 

153 

52 

(AC003673) unknown protein [Arabidopsis thaliana] 
281707 

118050__1.R1011 

uC-zmroB73015b01bl 

BLASTX 

g4581155 

223 

4.0e-18 

93 
51 

{AC006919) putative receptor kinase [Arabidopsis thaliana] 
281708 

118081_1.R1011 

uwc700151085.hl 

BLASTX 

g4098238 

193 

2.0e-14 

157 
34 

(U7 6384) o-methyltransf erase [Triticum aestivum] 
281709 

118095_1.R1011 

dyk700102741.hl 

BLASTX 

g2244905 

237 

9.0e-20 

149 

36 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281710 

118103_1.R1011 

uC-zmroB73015f07bl 

BLASTX 

g4415924 

162 

4.0e-ll 

101 

41 

{AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



281711 

118111_1.R1011 

wyr700244264.hl 

BLASTX 



39283 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097946 
375 

6.0e-36 
96 

77 . ^ 

(U72254) beta-1, 3-glucanase precursor [Oryza sativa] 

281712 

118122_1.R1011 

uC-zmroB73015h02bl 

BLASTX 

g2281102 

164 

B.Oe-ll 

114 

34 

(AC002333) SF16 isolog [Arabidopsis thaliana] 
281713 

118141_1.R1011 

uC-zmroB73017allbl 

BLASTX 

g2894600 

210 

l.Oe-16 

153 
36 

(AL021889) putative protein [Arabidopsrs thaliana] 
281714 

118153_1.R1011 

wyr700238787.hl 

BLASTX 

gll43381 

244 

2.0e-20 
88 

48 . ■ 1 

(Z49063) polygalacturonase inhibitor [Actinidia deliciosa] 

281715 

118172_1.R1011 
uC-zmroB73017d06bl 

281716 

118185_1.R1011 

uC-zmroB73017e08bl 

BLASTX 

g3142289 

376 

6.0e-36 

103 
67 

(AC002411) Strong similarity to beta-keto-Coa synthase ^ 

gb U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 



Seq. No. 



281717 



39284 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5^ -most EST 



118217_1.R1011 

uC-2mroB73017h05bl 

BLASTX 

gl839188 

903 

l.Oe-97 

189 
90 

(U86081) root hair defective 
281718 

118238_1.R1011 
uC-2mflmol7122h09al 



3 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281719 

118242_1.R1011 
uC-2mflb73028e05al 



Seq. No. 
Contig ID 
5 '-most EST 



281720 

118242__2.R1011 
uC-2mroB73020b06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281721 

118262_1.R1011 

uC-zmroB73020d03bl 

BLASTX 

g4154352 

158 

2.0e-lD 

92 
37 

{AF11Q333) PrMC3 [Pinus radiata] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



281722 

118264_1.R1011 

uC-zmrob73080h02bl 

BLASTX 

g3600054 

184 

2,0e-19 

113 

42 

{AF080120) No definition line found [Arabidopsis thaliana] 
281723 

118278_1.R1011 

uC-2mroB73020e07bl 

BLASTX 

g3861068 

161 

9.0e-ll 

72 
39 

(AJ235272) unknown [Rickettsia prowazekii] 
281724 

118294 l.RlOll 



39285 



5 ' -most EST 


pmx700085383.hl 


Method 


BLASTX 


NCBI GI 


g3080437 


i_J J_liiLj J. O V-/ J- v3 


174 




5 . Oe-12 




51 


S: lHp'n"l~"i'l~\7 


57 




\ JTi J_J \J £^ £^ \J \J ^ I LJ. CI 1 l_ V i3 


Sea No . 


281725 


Contig ID 


118297 l.RlOll 


5 ' -most EST 


uC-EmroB73020g02bl 


lyiethod 


BLASTX 


NCBI GI 


g4115379 


BLAST score 


198 


E value 


8.0e-22 


Match length 


103 


% identity 


53 


ISICBI Description 


(AC005967) putative 




thaliana] 



protein [Arabidopsis thaliana] 



carbonyl reductase [Arabidopsis 



Seq. No, 
Contig ID 
5 '-most EST 



281726 

118304_1.R1011 
uC-2mroB73020g09bl 



Seq. No, 
Contig ID 
5 '-most EST 



281727 

118305_1,R1011 
uC-2mroB73020glObl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281728 

118311_1.R1011 

uC-2mroB73020h04bl 

BLASTX 

g4093155 

207 

4.0e-16 

119 

45 

(AF088281) phytochrome-associated protein 1 [Arabidopsis 
thaliana] 



Seq. No. 281729 

Contig ID 118317_1 , RlOll 

5'-most EST xj t700093406 . hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281730 

118317_2. RlOll 

uC-2mflb73244hllb2 

BLASTX 

g4056467 

144 

5.0e-09 

59 

49 

(AC005990) Strong similarity to gb_AB006693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA389822, 
gb_T41794, gb_N38455, gb__AI100106, gb_F14442 and gb_F14256 



39286 



come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281731 

118320_1.R1011 

cyk700050225.fl 

BLASTX 

g4314378 

194 

l.Oe-14 

76 
53 

(AC006232) putative lipase [Arabidopsis thaliana] 
281732 

118335_1.R1011 

uC-zmroB73028b05bl 

BLASTX 

g2731377 

393 

8.0e-41 

240 
42 

(U28739) similar to alcohol dehydrogenase /ribitol 
dehydrogenase [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281733 

118336_1.R1011 

xjt700095437.hl 

BLASTX 

g3426064 

202 

l.Oe-15 

110 

43 

(AJ007588) monooxygenase [Arabidopsis thaliana] 

>gi_44 67141_emb_CAB37510_ (AL035540) monooxygenase 2 (M02) 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281734 

118341_1.R1011 

uC- zmroB7 302 8 cO Ibl 

BLASTX 

g3337367 

379 

4.0e-36 

134 

51 

(AC004481) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281735 

118342_1.R1011 
uC-zmflb73280gllb2 



Seq. No. 
Contig ID 
5 '-most EST 



281736 

118355_1.R1011 
uC-zmroB73028d05bl 
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II 



Seq. No. 

Contig ID 
5 '-most EST 



281737 

118376_1.R1011 
uC-zmroB73028f03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



281738 

118377_1.R1011 

uC~zmroB73028f04bl 

BLASTX 

g2529663 

404 

2.0e-63 

158 
73 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

281739 

118379_1.R1011 
uC- zmr oB7 3028f06bl 



Seq. No. 

Contig ID 
5 '-most EST 



281740 

118401_1.R1011 
uC-zmroB73028h05bl 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



281741 

118416_1.R1G11 

uC-zmroB73030a09bl 

BLASTX 

gl651736 

316 

5.0e-29 

104 

62 

(D90899) cysteine synthase [Synechocystis sp.] 
281742 

118419_1.R1011 

uC-zmflmol7241c04bl 

BLASTX 

g3309243 

905 

l.Oe-100 

255 

73 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 

281743 

118421_1.R1011 

uwc700151216.hl 

BLASTX 

g295355 

443 

l.Oe-43 

179 

53 
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NCBI Description 



(L13653) peroxidase [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281744 

118430_1.R1011 

uC-zmflmol7104b04al 

BLASTX 

g2088651 

707 

2.0e-74 

242 

61 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 » -most EST 



281745 

118434__1.R1011 
uC-zmroB73030c03bl 



Seq. No. 

Contig ID 
5 '-most EST 



281746 

118451__1.R1011 
uC-zmroB7 3030d08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281747 

118459_1.R1011 

uC-zmroB73030e04bl 

BLASTX 

g4580398 

617 

4.0e-67 

195 

65 

(AC007171) putative protein kinase APKIA [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281748 

118463_1.R1011 
fwa700098233.hl 



Seq, No. 
Contig ID 
5 '-most EST 



281749 

118477_1.R1011 
qmh700026130.fl 



Seq. No. 
Contig ID 
5 '-most EST 



281750 

118478_1.R1011 
uC-zraroB73030g02bl 



Seq. No. 
Contig ID 
5* -most EST 



281751 

118484_1.R1011 
uC-zmroteosinte092b03b2 



Seq. No. 

Contig ID 
5 '-most EST 



281752 

118488_1.R1011 
gwl700615385.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281753 

118505^1. RlOll 
uC-zmroB73070a06bl 
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Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281754 

118513_1.R1011 

uC-zmroteosinte042e02bl 

BLASTX 

g2980798 

445 

5.0e-44 

167 

54 

{AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281755 

118528_1.R1011 
uwc700155258.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



281756 

118536_1.R1011 

uC-zmroB73070d06bl 

BLASTX 

gl244566 

506 

3.0e-51 
141 

70 

(U39321) acetyl-CoA carboxylase [Triticum aestivum] 

>gi__1588584_prf 2208491A Ac-CoA carboxylase [Triticum 

aestivum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281757 

118536_2.R1011 

uC-zmflb73220a05b2 

BLASTX 

g2130099 

660 

3.0e-69 

178 
71 

acetyl-CoA carboxylase (EC 6.4.1.2) - wheat >gi_514306 
(U10187) acetyl-CoA carboxylase [Triticum aestivum] 



Seq, No. 
Contig ID 
5 '-most EST 



281758 

118541_1.R1011 
wyr700235623.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281759 

118545_1.R1011 

uC-zmroB73070e04bl 

BLASTX 

g3819699 

185 

l.Oe-13 

89 
45 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 



Seq. No. 



281760 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118554_1.R1011 
tzu700201676.hl 

281761 

118558_1.R1011 

wyr700235250.hl 

BLASTX 

g3548810 

162 

4.0e-ll 

89 

40 ^. ^. 

(AC005313) putative chloroplast nucleoid DNA bmdxng 

protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



281762 

118565_1.R1011 
dyk700103634.hl 

281763 

118583_1.R1011 

uC-zmroB73070hl2bl 

BLASTX 

g3641661 

885 

2.0e-95 

209 
83 

(AB008519) high affinity nitrate transporter [Oryza sativa] 
281764 

118584_1.R1011 

uC-zmrob73002a01bl 

BLASTX 

gll71579 

403 

2.0e-39 

131 

63 

(X95342) cytochrome P450 [Nicotiana tabacum] 
281765 

118586_1.R1011 
uC-zmflmol7 32 9c05al 

281766 

118589_1.R1011 
uC-zmflb73227c09al 

281767 

118605_1.R1011 
uC-zmrob73002c03bl 

281768 

118612_1.R1011 

uC-zmrob73002cllbl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl723179 
236 

l.Oe-19 

118 
3 8 

HYPOTHETICAL PROTEIN HllOlO >gi_1074 603_pir B64164 

hypothetical protein HllOlO - Haemophilus influenzae 
(strain Rd KW20) >gi_1574042 (U32782) 3-hydroxyisobutyrate 
dehydrogenase, putative [Haemophilus influenzae Rd] 



Seq. No. 

Contig ID 
5 '-most EST 



281769 

118613_1.R1011 
uwc700154131.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281770 

118621_1.R1011 

uC-zmrob73002dl2bl 

BLASTX 

g4539301 

510 

2.0e-56 

209 

53 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281771 

118650_1.R1011 
xjt700092548.hl 



Seq. No. 

Contig ID 
5 '-most EST 



281772 

118651_1.R1011 
uC-zmrob73002h03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281773 

118671_1.R1011 

pwr700450511.hl 

BLASTX 

g4586249 

347 

3.0e-34 

167 

54 

{AL049640) putative pollen surface protean [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281774 

118704_1.R1011 

wyr700240195.hl 

BLASTX 

g3522949 

328 

2.0e-30 

87 

60 

(AC004411) hypothetical protein [Arabidopsis thaliana] 



39292 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281775 

118706_1.R1011 
uC-zmrob73004dllbl 

281776 

118708_1.R1011 
uC-zmrob73004f09bl 

281777 

118713_1,R1011 
uC-zmrob73004e06bl 

281778 

118716__1.R1011 

uC-zmrob73004e09bl 

BLASTN 

g786131 

73 

6.0e-33 
141 
8 8 

Oryza sativa root-specific RCc3 mRNA, complete cds 
281779 

118737_1.R1011 

vux700159634.h2 

BLASTX 

g2388561 

175 

3.0e-12 

65 

54 

(AC000098) Similar to Arabidopsis hypothetical protein 
PID:e326839 (gb_Z97337). [Arabidopsis thaliana] 

281780 

118758_1.R1011 

uC-zmrob73005a03bl 

BLASTX 

g4006886 

793 

l.Oe-84 

265 
58 

(Z99708) putative protein [Arabidopsis thaliana] 
281781 

118764_1.R1011 

uC-zmrob73005al0bl 

BLASTX 

g231536 

293 

3.0e-26 

104 

54 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 
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AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1} - Arabidopsis thaliana 

>gi_16394_eiTib_CAA45040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281782 

118767_1.R1011 

uC-zmrob73005b02bl 

BLASTX 

gl706958 

303 

2.0e-27 

111 
83 

{U58284) cellulose synthase [Gossypium hirsutum] 
281783 

118770_1.R1011 

uC-zmrob73005b07bl 

BLASTX 

g4204793 

958 

l.Oe-104 

313 
31 

(U52079) P-glycoprotein [Solanum tuberosum] 



281784 

118775_1.R1011 

uC-zmrob73005c01bl 

BLASTX 

g3935181 

188 

9.0e-26 

68 

84 

(AC004557) F17L21.24 



[Arabidopsis thaliana] 



281785 

118793_1.R1011 

uC-zmrob73005dllbl 

BLASTX 

g4432841 

169 

9.0e-12 

46 

74 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
281786 

118834_1.R1011 
fwa700098751,hl 



Seq. No. 
Contig ID 
5 '-most EST 



281787 

118838_1.R1011 
uwc700153506.hl 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281788 

118844_1.R1011 
uC-zmrob73006al2bl 

281789 

118851_1.R1011 
uC-zmrob73011c06bl 

281790 

118851_2.R1011 
uC-zmrob73006b07bl 

281791 

118855_1.R1011 

uC - zmr ob 73006bllbl 

281792 

118857_1.R1011 
uC-zmrob73006f01bl 

281793 

118877_1.R1011 

dyk700106819.hl 

BLASTX 

g2459446 

595 

l.Oe-61 

205 
55 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281794 

118882_1.R1011 

qmh700026066.fl 

BLASTX 

gl263160 

204 

4.0e-16 

90 
50 

(X89226) 
sativa] 



leucine-rich repeat /receptor protein kinase [Oryza 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281795 

118884^1. RICH 

uC-zmrob73006e07bl 

BLASTX 

g3004565 

497 

2.0e-50 

140 
40 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 



281796 



39295 



Contig ID 


118886 l.RlOll 


5* -most EST 


wty700165467 .hi 


Method 


BLASTX 


NCBI GI 


g4235430 




216 


F v,^ 1 n p 

J— 1 V U. -!- UL 


1 . Oe-24 


Match length 


92 


% identity 


66 


NPRT De^ "i nt "i on 


(AF098458) latex— abundant protein [Hevea brasiliensis 


O C ^-J^ • iN • 


2817 97 


Pont 1 n TD 


118900 1 RlOll 

XXkJ_yVVJ X« 1\X \J J. M 


5 '-most EST 


uC- zmr ob7 30 7 5g0 9bl 


O C ^ • • 


281798 


Contia ID 


118920 1. RlOll 


5 '-most EST 


uC-ziarob7300 6h07bl 


Method 


BLASTX 


NCBI GI 


g3912917 


BLAST score 


229 


F, Vri 1 UP" 


6 . Oe-19 


M;^tr*h 1 pnrrth 


86 


& "iHp'TTh'il*'^/ 


49 








1_ rix du X (j,^^^^ CD X o u-iicix xdi'ici J 


o c . LMtj . 


jL O -L / _7 ^7 


Contia ID 


118936 1, RlOll 


5 '-most EST 


wyr7002^39447 .hi 


Method 


BLASTX 


NCBI GI 


gl001478 




193 


F 1 11 f=i 


1 . 0e-30 




178 




'd X 




\ Lj \j ^ ^ zf J ii_y L-iic I — Locix ^xwi— cxii [_ vj y i ic^w'i y o u X o • j 


O C ^ • LN « 


ii- X U W vy 


Contia TD 


118942 1. RlOll 


5 '-most EST 


uC-zmrob73011b07bl 


Method 


BLASTX 


NCBI GI 


g3859775 


BLAST score 


296 


F 1 n pi 

i-j V CL X UtC 


1 . Oe-26 




X X 


2- ■lHorTH"i'l~\/ 
0 X^wltriJ. LX uy 


d7 

/ 


LNwIjX O ^X X^ U X LJXl 


^ ij 1 .J ii. O ^ ^U.L.a.1 LVC o.iLLXiHw'^t:;^ 1 LtXclot; L O ^iiX (J O ClOL-iid. X Wliiy 




nnmbe 1 


Q Q rT 

tZ> e « In tj • 


^ O X O \J X 


Contig ID 


118951 1, RlOll 


5 '-most EST 


uC-zmrob7 3011c04bl 


Method 


BLASTX 


NCBI GI 


g3600059 


BLAST score 


331 


E value 


8,0e-31 


Match length 


132 
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# 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



48 

(AF080120) contains similarity to WB domains, G-beta 
repeats (Pfam; G-beta. hmm, score: 14.83 and 23.03) 
[Arabidopsis thaliana] 

281802 

118955_1.R1011 
uC-zmroteosinteO 04 alibi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281803 

118958_1.R1011 

uC-zmrob73011cllbl 

BLASTX 

g3859112 

354 

2.0e-33 

96 

69 

(AF031607) male sterility MS5 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281804 

118963_1.R1011 

tfd700570069.hl 

BLASTX 

g4490309 

307 

4.0e-41 

306 

34 

(AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281805 

118963_2.R1011 

ntr700077413,hl 

BLASTX 

gl086111 

143 

5.0e-09 

54 

44 

peroxidase 
>gi_438245_ 
polyrrhiza] 



(EC 1.11.1.7) 
emb CAA80502 



- Spirodela polyrrhiza 
(Z22920) peroxidase [Spirodela 



Seq. No. 

Contig ID 
5 '-most EST 



281806 

118968_1.R1011 
uC-zmflmol7117e02bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



281807 

118974_1.R1011 

xjt700095307.hl 

BLASTX 

g4107343 

179 

4.0e-13 
121 



39297 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



37 

(AJ224922) ATP citrate lyase [Sordaria xnacrospora] 
281808 

118976_1.R1011 
nbm700467791.hl 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



281809 

119001__1.R1011 
uC-zmrob73011g09bl 



281810 

119005_1.R1011 

qmh700029356.fl 

BLASTX 

g2564066 

639 

l.Oe-66 

191 

64 

(D45900) LEDI-3 



protein [Lithospermum erythrorhizon] 



281811 

119005_2.R1011 

wyr700237340.hl 

BLASTX 

<^2564066 

198 

l.Oe-15 

51 
71 

(D45900) LEDI-3 



protein [Lithospermum erythrorhizon] 



281812 

119013_1.R1011 

uC-zmrob73011h09bl 

BLASTX 

gl778093 

313 

7.0e-29 

102 
67 

{U64 902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

281813 

119019_1.R1011 
uC-zmrob73012a03bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



281814 

119028_1.R1011 

uC-zmrob73012b04bl 

BLASTX 

g4490723 

344 

2.0e-47 



39298 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



121 
67 

(AL035709) myb transcription factor-like protein 
[Arabidopsis thaliana] 

281815 

119034_1.R1011 

rvt700550412.hl 

BLASTX 

g2435517 

405 

3.0e-39 

186 
47 

{AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

281816 

119043_1.R1011 

uC-zmflmol7219g01bl 

BLASTX 

g2262100 

418 

6.0e-41 

124 

71 

(AC002343) unknown protein [Arabidopsis thaliana] 
281817 

119069_1.R1011 
uC-zmrob73012f01bl 

281818 

119078_1.R1011 

uC-zmflmol7300b05bl 

BLASTX 

g2088658 

159 

3.0e-10 

125 

38 

(AF002109) unknown protein [Arabidopsis thaliana] 
281819 

119088_1.R1011 

rvt700553443.hl 

BLASTX 

g4558673 

205 

6.0e-16 

71 
42 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
281820 

119104_1.R1011 
wyr700239379.hl 



39299 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2802 

571 

8.0e-59 

171 

70 

4-COUMARATE— COA LIGASE >gi_82454___pir JU0311 

4-coumarate~CoA ligase (EC 6.2.1.12) - rice 
>gi_20161_ernb_CAA36850_ (X52623) 4-coumarate-CoA ligase 
[Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281821 

119111_1.R1011 

uwc700154992.hl 

BLASTX 

g2921304 

571 

l.Oe-58 

236 
52 

(AF033496) herbicide safener binding protein [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281822 

119112_1.R1011 

uC-zmrob73019al0bl 

BLASTX 

g3341468 

401 

8.0e-39 

112 

65 

(AJ009594) Dof zinc finger protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 



281823 

119120__1.R1011 
uC- zmrob7 301 9b0 6bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281824 

119148_1.R1011 

uC-zmflmol7068b03b2 

BLASTX 

g2224846 

735 

4.0e-78 

158 

91 

(Y13905) anionic peroxidase 



;zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



281825 

119148_2.R1011 

ntr700075815.hl 

BLASTX 

g2224846 

618 

2.0e-84 

161 
100 



39300 



II 



NCBI Description (Y13905) anionic peroxidase [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



281826 

119180_1.R1011 
uC-zmrob73019g07bl 

281827 

119185_1.R1011 

uC-zmrob73019gl2bl 

BLASTX 

g2947062 

155 

4.0e-10 

107 

39 

(AC002521) unknown protein [Arabidopsis thaliana] 
281828 

119193_1.R1011 

nbm700471526.hl 

BLASTX 

g4220541 

338 

3.0e-31 

257 
32 

(AL035356) Rab geranylgeranyl transferase like protein 
[Arabidopsis thaliana] 

281829 

119194_1.R1011 
ntr700075529.hl 

281830 

119197_1.R1011 

uC-zmrob7 3033a01bl 

BLASTX 

g3548810 

193 

l.Oe-14 

92 
45 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

281831 

119199_1.R1011 
uC-zmrob73033a04bl 

281832 

119211_1.R1011 
uC-zmrob7 3033b05bl 

281833 

119225_1.R1011 
mwy700440982.hl 



39301 



Seq. No. 
Contig ID 
5 '-most EST 



281834 

119233_1.R1011 
uC-zmrob73033d06bl 



Seq. No. 

Contig ID 
5 '-most EST 



281835 

119240_1.R1011 
uC-zmrob73033e07bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■NCBI Description 



281836 

119260_1.R1011 

uC-zmrob73033fl0bl 

BLASTX 

g3928084 

521 

5.0e-53 

174 
60 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



281837 

119261_1.R1011 

zuv700355912.hl 

BLASTX 

g2766450 

287 

6.0e-26 

96 

68 

(AF029857) cytochrome P450 CYP99A1 [Sorghum bicolor] 
281838 

119270_1.R1011 

uC-zmflb73130e04b2 

BLASTX 

g2832677 

563 

l.Oe-57 

301 
39 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
281839 

119296_1.R1011 
wyr700244285.hl 

281840 

119299_2.R1011 
uC-zmrob73036bl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



281841 

119300^1. RlOll 
uC-zmrob73036c05bl 



Seq. No. 
Contig ID 
5 '-most EST 



281842 

119307_1.R1011 
uer700579803.hl 



39302 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281843 

119315_1.R1011 

uC-zinrob73024f01al 

BLASTX 

g3337095 

337 

2.0e-31 

152 
48 

{AB016206) polygalacturonase inhibitor (PGIP) 



[Citrus iyo] 



Seq. No. 

Contig ID 
5 '-most EST 



281844 

119326_1.R1011 
uC-zmrob73080a02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281845 

119331_1.R1011 

uC-zmrob73036f04bl 

BLASTX 

g3292825 

234 

2.0e-19 

152 
32 

(AL031018) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281846 

119348_1.R1011 
fdz701161693.hl 



Seq. No. 

Contig ID 
5 '-most EST 



281847 

119354_1.R1011 
uC-zmrob73050a07bl 



Seq. No. 

Contig ID 
5 '-most EST 



281848 

119364_1.R1011 
uC-zmrob73050b05bl 



Seq. No. 

Contig ID 
5 '-most EST 



281849 

119369^1. RlOll 
uC-zmflmol7222c09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281850 

119383_1.R1011 

uC-zmrob73050d01bl 

BLASTX 

g3924597 

249 

3.0e-21 

149 

34 

{AF069442) putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



281851 

119388_1.R1011 
uC-zmrob73050d07bl 



39303 



# 



Method 


BLASTX 


NCBI GI 


g3355487 


DhHo i score 


1 D 1 


E value 


/ . ue-11 


Match length 


1 o 


^ identity 


"3 Q 


NCBI Description 


tA(wUU4zio) unKnown prot^exn [Araoi 


Seq. No. 


O 1 o c o 


uontig lu 




3 -most ejo i 


uc— zmroD / JUoUailDl 


Metnou 


"DT 7\ OTTV 

BLAb Ia 






BLAST score 


411 


E value 


6.0e-40 


Match length 


loo 


% identity 


Ob 


NCBI Description 


(AC004392) Contains similarity to 




Ca2+-independent phospholipase A2 




[Arabidopsis thaliana] 


Seq. No. 


^olooi 


Contig ID 


119404 l.Rlull 


5 ' -most EST 


uC-zmroD /3050ellDl 


Seq. No. 


281854 


Contig ID 


119408_1 . RlOll 


5 ' -most EST 


VUX700157638 . hi 


Method 


BLASTX 


NCBI GI 


g2618699 


BLAST score 




E value 


1 . Oe-25 


Matcn lengtn 


1 /I /t 

14 4 


% identity 


36 


NCBI Description 


{ACuuzolU) unknown protein [Araoi 


Seq. No. 


281855 


Contig ID 


Ily4z0 l.RlUll 


0 mosr tio 1 


uu zmroD / JuouguoDi 


Method 


BLASTX 


NCBI GI 


gl076591 


BLAST score 


183 


E value 


2.0e-13 


Match length 


43 


% identity 


67 



NCBI Description 



polygalacturonase inhibitor protein - tomato >gi_4 69457 
(L26529) polygalacturonase inhibitor protein [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



281856 

119432_1. RlOll 

uC-zmrob73050h04bl 

BLASTX 

g3757522 

423 

l.Oe-41 

99 



39304 



II 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



83 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
281857 

119435_1.R1011 
qmh700029439.fl 

281858 

119451_1.R1011 

uC-zmrob73055b01bl 

BLASTX 

g4585972 

260 

2.0e-22 

141 
40 

(AC005287) Putative ATPase [Arabidopsis thaliana] 
281859 

119451_2.R1011 

wty700171690.hl 

BLASTX 

g4585972 

387 

2.0e-37 

130 
52 

(AC005287) Putative ATPase [Arabidopsis thaliana] 
281860 

119461_1.R1011 
uC- zmrob7 3 0 5 5bl Ibl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281861 

119464_1.R1011 

dyk700105577.hl 

BLASTX 

g3618312 

278 

8,0e-25 



52 

{AB001884) 



zinc finger protein [Oryza sativa] 



281862 

119468_1.R1011 

uC-2mflm017084d05bl 

BLASTX 

g4539452 

748 

2.0e-79 

210 
63 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 



281863 



39305 



II 





1194 69 1 RlOl 1 




1 p_ y-m rob 7 ^ n S r 0 Rb 1 


Method 


BLASTX 


NCBI GI 


gl514643 




835 


Hj V ct J_ Lit; 


Q 0(^-90 


Match length 


208 


% identity 


75 






o c • ln u . 


^ O J- O u ri 


Prnif' in TD 


1 1 947 S 1 Rl 01 1 


S ' — mnqt F.?iT 


uC- zmr ob7 3 0 5 5 dO 2b 1 


CI rr KI ni 
O fci y • In U . 


ji. U X O u J 




1 19494 1 RlOll 




nP— ■7Tnmb7'^n^Sp'1 Obi 




RT,A9TX 






BLAST score 


249 


E value 


3.0e-21 




X U 


S: ■iHo'n't~"i"l~\7 


47 




\i-\.\^\J 'O ^ *i O ^ ; ^U.UCtL.XVti Li JLX ^JILUJ^J J^diifc; -ri oyilLildoc |_ riX dJiJ X LIO^ o X i 
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iSyilLXld.bt5 L o-'^-'-tJ-Opb X o LXld.XXd.Ila. J 


beq. Ino, 


Lo DO 


k>om_iy ±u 


1iq/QQ 1 Rlflll 
XX^f±i?0 X.KXUXX 


O inOSL £iO i 


^rm-h 7 n n 9^1 P ^ 4 "hi 
yiTlL / UUZl004iD,JiX 


Method 


BLASTX 


NCBI GI 


g4468984 




^ u u 


TT" "era 1 1 1 ^ 




Match length 


120 


% identity 


42 




\ r^-U V O -J vJ U O y jJU.La.1 L V t; ^XL^LtiXii Lr-iX diJXLlL'^-'o Xo LildXXdlldJ 


O c • IN (J , 


9 1 ft ^7 

^1. 0 X o o / 


uonT-iy ±1J 


1 1 Q^Dft 1 Rl 01 1 
XXi/OUO X.r\XL/XX 
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Q £2i NT 
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9ft 1 ft f;ft 

Z O X 0 D 0 




1 1 9Sn9 1 Rl 01 1 

xx^nJU-? x.rN.x\Jxx 






Method 


BLASTX 


NCBI GI 


g4104060 




4 R 

*i U 


£-1 vaxue 




Lyiancn xengun 


917 


•6 ictenuity 


4 0 


NCBI Description 


(AF031231) S222 [Triticuin aestivum] 


Seq. No. 


281869 


Contig ID 


119511 1. RlOll 


5 '-most EST 


uwc700153213.hl 


Method 


BLASTX 



39306 



NCBI GI g4115379 

BLAST score 300 

E value 4.0e-27 

Match length 133 

% identity 50 

NCBI Description (AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281870 

119515_1.R1011 
dyk700103520.hl 

281871 

119534_1,R1011 

uC-zmrob73066a02bl 

BLASTX 

g3676069 

526 

2.0e-53 

148 

68 

(Y17899) ERG protein 



[Antirrhinum ma jus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281872 

119562_1.R1011 

rvt700550387.hl 

BLASTX 

g4191779 

422 

3.0e-41 

157 
55 

(AC005917) putative recA protein [Arabidopsis thaliana] 



Seq. No. 


281873 


Contig ID 


119575 l.RlOll 


5 '-most EST 


xjt700092504.hl 


Seq. No. 


281874 


Contig ID 


119578 l.RlOll 


5 '-most EST 


uC-zmrob73066dl0bl 


Method 


BLASTX 


NCBI GI 


g4467125 


BLAST score 


513 


E value 


5.0e-52 


Match length 


180 


% identity 


56 


NCBI Description 


(AL035538) putative 


Seq. No. 


281875 


Contig ID 


119611 l.RlOll 


5 '-most EST 


uC- zmr ob7 30 6 6g0 9bl 


Seq. No. 


281876 


Contig ID 


119629 l.RlOll 


5 '-most EST 


uC-zmrob73068a03bl 



39307 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. m. 

Contig ID 
5 '-most EST 



281877 

119639_1.R1011 

uwc700154272.hl 

BLASTX 

gl362162 

429 

7.0e-42 

242 
38 

beta-glucosidase BGQ60 precursor - barley >gi__804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 

281878 

119646_1.R1011 

wyr700238706.hl 

BLASTX 

gll5583 

1039 

l,0e-113 

211 

98 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) (CP28) 

>gi_100758_pir S18240 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) - sorghum >gi_22593_emb_CAA4S'54 9__ {X59925) 
phosphoenolpyruvate carboxylase [Sorghum bicolor] 

281879 

119675_1.R1011 
uC-2mrob73068f04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281880 

119693_1.R1011 

uC-zmrob73068hl2bl 

BLASTX 

g2935342 

197 

4.0e-15 

112 

40 

{AF044216) steroid 22-alpha-hydroxylase; DWF4; CYP90B1 
[Arabidopsis thaliana] 

281881 

119708_1.R1011 

uC-2mrob73071a05bl 

BLASTX 

g4105125 

537 

5.0e-55 

130 
73 

(AF043347) cell wall invertase; beta-f ructosidase; Incw4 
[Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



281882 

119772_1,R1011 
uC-2mrob73075a04bl 



39308 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g544018 

291 

2.0e-40 

141 
66 

NITRATE/CHLORATE TRANSPORTER >gi_107 635 9_pir ^A45772 

nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 {L10357) CHLl [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T46117, gb_T46068, gb_T75688, 
gb_R29817, gb_R29862, gb_Z34634 and gb_Z34258 come from 
this gene. [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



281883 

119777_1.R1011 

uC- zmf lmol7 32 6h05al 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281884 

119781_1.R1011 

wyr700244190.hl 

BLASTX 

g4098238 

292 

5.0e-26 

168 
46 

(U76384) o-methyltransferase [Triticum aestivum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281885 

119781_2.R1011 

wyr700238841.hl 

BLASTX 

g4098238 

211 

5.0e-17 

78 

59 

{U7 6384) o-methyltransferase [Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 



281886 

119781_3.R1011 
qmh700026556.fl 



Seq. No. 
Contig ID 
5 '-most EST 



281887 

119782_1.R1011 
uC-zmflmol7 282a09bl 



Seq. No. 

Contig ID 
5 '-most EST 



281888 

119784_1.R1011 
uC-zmrob73075b04bl 



Seq. No. 
Contig ID 
5 '-most EST 



281889 

119793_1.R1011 
wyr700236424.hl 



39309 



# 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281890 

119805_1.R1011 

uC-zmrob73075d01bl 

BLASTX 

gl708107 

272 

6.0e-24 
81 

72 

HISTONE H2B >gi__473605 (U08226) histone H2B [Zea mays] 
281891 

119818_1.R1011 
uC-zmrob73075e02bl 

281892 

119830_1.R1011 

uC-zmrob73075f02bl 

BLASTX 

gll73367 

345 

6.0e-39 

169 

54 

SUGI BASIC PROTEIN PRECURSOR (SBP) (MAJOR ALLERGEN CRY J 

(CRY J I) >gi__541803_pir JC2123 major allergen Cry j I 

precursor (clone pCCI-2-2) - Japanese cedar 
>gi_493632_dbj_BAA05542_ (D26544) Cry j lA precursor 
[ Crypt omeria japonica] 

281893 

119831_1,R1011 

uC-zmflmol7159g09bl 

BLASTX 

g3006183 

183 

4.0e-13 
133 

35 .... 
(AL022304) trp-ast repeats containing protein 

[Schizosaccharomyces pombe] 



1) 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



281894 

119854_1.R1011 
hbs701183193.hl 

281895 

119859__1.R1011 

uC- zmf Imo 1 7 0 6 7 dO 5bl 

281896 

119878_1.R1011 

uC- zmrob7 3 0 7 6b0 4bl 

BLASTX 

g2275215 

261 

2.0e-22 



39310 



II 



Match length 


83 


% identity 


70 
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Seq. No. 


281897 


Contig ID 


119905 l.RlOll 
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NCBI GI 


gl36125 


BLAST score 


216 


E value 
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% identity 
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Method 


BLASTX 


NCBI GI 


g4115377 


nijAbi score 


9 9 9 


E value 


o . ue~"io 


Match length 


4 O 


% identity 


Q Q 
OO 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


beq. NO. 


9 Q 1 Qn 1 




1 1 QQ4 1 1 R 1 01 1 


0 luOSU ilio 1 


U'^^ ziuxroD / ou / oy X xox 


iYiex.nou 


PT a QTY 


NCBI GI 


g3980397 


BLAST score 


229 


cj vaj-ue 


X . ue X o 


Match length 


ITT 
XX / 


% identity 


4 0 


NCBI Description 


(AC004561) putative protein phosphatase 2C [Arabidopsi: 




i:iia±xaiia j 


beq . wo , 


O Q 1 QA9 

zo X yuz 


Lonuig ID 


xxyy4/ x.Kxuxx 






Method 


BLASTX 


NCBI GI 


g3287696 


BLAST score 


323 


E value 


8.0e-30 


Match length 


152 


% identity 


48 



NCBI Description (AC003979) Strong similarity to phosphoribosylanthranilate 



39311 



II 



Seq, No. 

Contig ID 
5 '-most EST 



transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

281903 

119952_1.R1011 
uC-2mrob7307 6hl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



281904 

119958_1.R1011 
uC-2mrob73077a05bl 



Seq. No. 
Contig ID 
5 '-most EST 



281905 

119961_1.R1011 
uC-zmrob73077a08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281906 

119963_1.R1011 

uC-2mrob73077al0bl 

BLASTX 

gl652798 

187 

5.0e-14 

49 

76 

(D90908) GcpE [Synechocystis sp. 
281907 

119964_1.R1011 
ntr700072404.h2 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



281908 

119964__2.R1011 
hvj700620118.hl 

281909 

119968_1.R1011 

uC-zmrob73077b03bl 

BLASTX 

g3169883 

152 

8.0e-10 

43 

72 

(AF033194) dehydroquinate dehydratase/shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] >gi_31 69888 
( AF034 4 1 1 ) dehydroquinate dehydratase/shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] 

281910 

120002_1.R1011 
uC-2mrob73077e01bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



281911 

120005_1.R1011 

uC-2mrob73077e04bl 

BLASTX 



39312 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245087 
179 

6.0e-13 

120 
36 

(Z9734 3) hypothetical protein [Arabidopsis thaliana] 
281912 

120016_1.R1011 

uC-zmrob73077f03bl 

BLASTX 

g2252840 

364 

l.Oe-34 

146 
49 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



281913 

120022_1.R1011 
pmx700087190.hl 

281914 

120027__1.R1011 
xjt700095525.hl 



Seq. No. 
Contig ID 
5 '-most EST 



281915 

120040_1.R1011 
uC-zmrob7 3077h07bl 



Seq. No. 

Contig ID 
5 '-most EST 



281916 

120046_1.R1011 
uC-zmrob7 3078a01bl 



Seq. No. 
Contig ID 
5 '-most EST 



281917 

120064_1.R1011 
uC-zmrob73034d03al 



Seq. No. 
Contig ID 
5 '-most EST 



281918 

120085_1.R1011 
uC-zmrob73078d04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281919 

120096_1.R1011 

uC-zmrob7 3078e04bl 

BLASTN 

g4185305 

47 

3.0e-17 

119 
85 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



39313 



Seq. No. 
Contig ID 
5 » -most EST 



281920 

120107_1.R1011 
uC-zmrob73078f03bl 



Seq. No. 

Contig ID 
5* -most EST 



281921 

120109__1.R1011 
uC-zinrob73078fl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



281922 

120112_1.R1011 
uC-zmrob73078f08bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



281923 

120121_1.R1011 
uC-zmrob73078g06bl 

281924 

120131_1.R1011 
uC-zmrob73078h04bl 



Seq, No. 

Contig ID 
5 '-most EST 



281925 

120139_1.R1011 
uC-zmrob73078hl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



281926 

120141_1.R1011 

uC-zmrob73079a02bl 

BLASTX 

g4115383 

429 

3.0e-42 

112 
74 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 

281927 

120183_1.R1011 

wyr700237443,hl 

BLASTX 

g421980 

543 

l.Oe-55 

127 
80 

transforming protein (myb3) - barley 

>gi_19059_emb_CAA50223_ (X70878) MybHv33 [Hordeum vulgare] 
281928 

120184_1.R1011 
uC- zmr ob 7 3 0 7 9d0 9b 1 



Seq. No. 
Contig ID 
5 '-most EST 



281929 

120191_1.R1011 
cjh700197123.hl 



Seq. No. 



281930 



39314 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



120208_1.R1011 

uC-zmrob73079fllbl 

BLASTX 

g3080391 

277 

2.0e-24 

106 

50 

(AL022603) putative protein [Arabidopsis thaliana] 
281931 

120214_1.R1011 
uC-zmrob7307 9g05bl 



Seq. No. 

Contig ID 
5 '-most EST 



281932 

120216_1.R1011 
uC-zmrob73079g07bl 



Seq. No. 

Contig ID 
5 '-most EST 



281933 

120241_1.R1011 
uC-zmrob73080a08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281934 

120246_1.R1011 

wty700169968.hl 

BLASTX 

g2275204 

272 

8.0e-24 

80 
62 

(AC002337) 
thaliana] 



DNA binding protein isolog [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281935 

120252_1.R1011 
xdb700340726.hl 

281936 

120262_1.R1011 

uC-zmrob73080c07bl 

BLASTX 

g2117619 

249 

3.0e-21 

81 
58 

peroxidase (EC 1.11.1.7) 
>gi_7 3297 6_emb_CAA5 9 4 8 7 _ 
aestivum] 



4 precursor - wheat 

(X85230) peroxidase [Triticum 



Seq. No. 
Contig ID 
5 '-most EST 



281937 

120266_1.R1011 
uC-zmrob7 3080cllbl 



Seq. No. 

Contig ID 



281938 

120275 l.RlOll 



39315 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



qmh700030582.fl 

BLASTX 

g2780192 

414 

2.0e-40 

95 

72 

(AJ222713) unnamed protein product [Arabidopsis thaliana] 
281939 

120281_1.R1011 

uC-zmrob73080e02bl 

BLASTX 

g3080435 

332 

6.0e-31 

103 

58 

(AL022605) putative protein [Arabidopsis thaliana] 
281940 

120289_1.R1011 
uC-zmrob73080el0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



281941 

120294_1.R1011 

qmh700026941.fl 

BLASTX 

g4490309 

391 

l.Oe-38 

161 

53 

(AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 

281942 

120302_1.R1011 

wyr700237230.hl 

BLASTX 

g2129670 

336 

3.0e-31 

176 

35 

phosphoinositide-specific phospholipase C - Arabxdopsis 
thaliana >gi_85737 4_dbj_BAA09432_ (D50804) phosphoinositide 
specific phospholipase C [Arabidopsis thaliana] 

281943 

120314_1.R1011 
uC-zmrob73080gl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



281944 

120321_1.R1011 
mwy700441960.hl 



39316 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281945 

120328_1.R1011 

yyf700351762.hl 

BLASTX 

g544076 

770 

3.0e-82 

170 

75 

COATOMER BETA' SUBUNIT (BETA' -COAT PROTEIN) (BETA' -COP) 
(P102) >gi_298097_emb_CAA49900_ (X70476) subunit of 
coatomer complex [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281946 

120336_1.R1011 

uC-zmflMol7 002al0bl 

BLASTX 

g3461814 

436 

4 .Oe-43 

125 
63 

(AC004138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



281947 

120348_1.R1011 
uC-zmflMol7002c01bl 



Seq. No. 

Contig ID 
5 '-most EST 



281948 

120351_1.R1011 

uC- zmf Imo 17076b02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281949 

120356_1.R1011 

wyr700240823.hl 

BLASTX 

gl246823 

543 

2.0e-55 

153 
66 

(X89865) unknown [Phoenix dactylifera] 



Seq. No. 
Contig ID 
5 '-most EST 



281950 

120358_1.R1011 
uC-zmflMol7 002cl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



281951 

120363_1.R1011 
uC-zmflMol7002d06bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



281952 

120391__1.R1011 

wty700164732.hl 

BLASTN 

g3821780 

34 



39317 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



3.0e-09 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
281953 

120400_1.R1011 
uC-zrnflmol7057e09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281954 

120416_1.R1011 

tzu700205796.hl 

BLASTX 

g3790575 

151 

3.0e-10 
95 
49 

(AF078825 
thaliana] 



RING-H2 finger protein RHA3b [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281955 

120425_1.R1011 
uC-zmflMol7003b05bl 

281956 

120433_1.R1011 
uC-zmflMol7003c01bl 

281957 

120435_1.R1011 
uC-zmflMol7003c04bl 

281958 

120443_2.R1011 
wty700168887.hl 

281959 

120448__1.R1011 
uC-zmflm017018d06bl 

281960 

120449_1.R1011 

uC-zmflmol7136h04bl 

BLASTX 

g4432866 

406 

3.0e-39 
306 
32 

(AC006300) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



281961 

120453_1.R1011 
zuv700355666.hl 



39318 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281962 

120455_1.R1011 
uC-zrriflMol7003dl2bl 

281963 

120533__1.R1011 

uC-zmflMol7004d04bl 

BLASTX 

g2673917 

1120 

1. Oe-123 

278 

41 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



281964 

120546_1.R1011 

uC-zmflMol7004e07bl 

BLASTX 

g3643597 

183 

3.0e-13 
102 

45 ' . 

(AC005395) hypothetical protein [Arabidopsis thaliana] 

281965 

120551__1.R1011 
fdz701164171.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



281966 

120581_1.R1011 
uC-zmflb73234fl2b2 

281967 

120585_1.R1011 

uC- zmf Imo 17283b02bl 

281968 

120595_1.R1011 

uC-zmflMol7065a08bl 

BLASTN 

gl841354 

37 

7.0e-ll 

85 

Oryza sativa mitochondrial DNA for cytochrome c oxidase 
subunit Vb precursor, complete cds 

281969 

120595_2.R1011 
uC-zmflMol7 005al2bl 

281970 

120608 l.RlOll 



39319 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflMol7 005c04bl 

BLASTX 

g4220522 

164 

4.0e-ll 

195 

27 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5^ -most EST 



281971 

120612_1.R1011 
hbs701186059.hl 



Seq. No. 

Contig ID 
5 '-most EST 



281972 

120620_1.R1011 
uC-zmflMol7005d07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281973 

120630_1.R1011 

uC-zmflMol7005e05bl 

BLASTX 

g3643088 

585 

2.0e-60 

214 

51 

(AF075581) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 



Seq. No. 
Contig ID 
5 '-most EST 



281974 

120645_1.R1011 
uC-zmflmol7127allbl 



Seq. No. 

Contig ID 
5 '-most EST 



281975 

120646__1.R1011 
uC-zmflmol7113g02bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281976 

120654_1.R1011 

uC-zmflMol7005g07bl 

BLASTX 

g3402684 

559 

2.0e-57 

151 
68 

{AC004 697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



281977 

120661_1.R1011 

uC-zmroteosinte083c01bl 

BLASTX 

gl915960 

630 

8.0e-66 

166 

72 



39320 



NCBI Description 



(Y07636) peptidylprolyl isomerase [Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281978 

120664_1.R1011 
uC-zmflMol7 005h06bl 

281979 

120690_1.R1011 
yyf700348761.hl 

281980 

120691_1.R1011 

uC- zmf lMol7 0 0 6bl Obi 

BLASTX 

gl723643 

205 

3.0e-16 

121 

40 

HYPOTHETICAL 4 4.9 KD PROTEIN IN SEC9-MSB2 INTERGENIC REGION 

>gi_2132582_pir S64299 probable membrane protein YGROlOw - 

yeast (Saccharomyces cerevisiae) >gi_1322971__emb_CAA96993_ 
{Z727 95) ORE YGROlOw [Saccharomyces cerevisiae] 



Sea No 


281981 


Cnnt i a ID 


120696 l.RlOll 


5 '-most EST 


yyf 7 0034 8 167. hi 


Seq. No. 


281982 


Contig ID 


120697 l.RlOll 


5 '-most EST 


uwc700154036.hl 


Seq. No. 


281983 


Contig ID 


120715 l.RlOll 


5 '-most EST 


uC-zmflMol7006f01bl 


Method 


BLASTX 


NCBI GI 


g4589961 


BLAST score 


148 


E value 


4.0e-09 


Match length 


122 


% identity 


30 


NCBI Description 


(AC007169) unknown 


Seq. No. 


281984 


Contig ID 


120724 l.RlOll 


5 '-most EST 


uC-zmflMol7006ellbl 


Seq. No. 


281985 


Contig ID 


120742 l.RlOll 


5 '-most EST 


yyf700347405.hl 


Method 


BLASTX 


NCBI GI 


g3335366 


BLAST score 


635 


E value 


5.0e-66 


Match length 


203 


% identity 


58 


NCBI Description 


(AC003028) unknown 



39321 



Seq. No. 


281986 


^ v-\ 4— T" Y\ 


l.KlUll 


0 -lUOStl 1 


uo— zmriMoi /uu /auoDi 


Seq. No. 


281987 


Lonely lU 


izu/oy i.Kiuii 


0 ITLOSI- HjO i 


UL zirir-LLYioi /u\j /duidi 


Seq. No. 




Contig ID 


Ll\J ioD 1 . RlUll 


5 -most EST 


uC-zmrlmol / zZ/d1Zd1 


Seq. No. 


^; 0 1 y o y 


1-1 -1 TW 

Loncxg xu 


LZ\J f O 1 I.JaJLUXI 


0 — luosr iLibi 


uu— ZIUriMOi fUU fCUoOl 


Method 


BLASTX 


NCBI GI 


g2191187 


rs-LAo i score 




E value 


1 . ue— 


Match length 


O Q c 

2 ob 


% identity 


39 


NCBI Description 


{Ai?UU/2/l) contains 




[Arabidopsis thalia 


Seq. No. 


O O 1 A O A 

281990 


Contig ID 


120/92 1 . RlOll 


b -most EST 


ayK/00iu44 fZ.nl 


Method 


BLASTX 


NCBI GI 


g4510339 


BLAST score 


b / 4 


E value 


6 . Oe-71 


Match length 


185 


% identity 


42 


NCBI Description 


(ALUUbyzi; putative 




thaliana] 


Seq. No. 


281991 


Contig ID 


i20ol2 l.KlUll 


0 -most EST 


nV3 /UUo22d / / . hi 


Seq. No. 


A O T AAA 

2 0 1992 


Contig ID 


12Uol2 z. RlOll 


r; 1 i_ T*i o m 

b'-most EST 


uC-zmf lMol7007e09bl 


Seq. No. 


A 0 T A A 0 

281993 


Contig ID 


izUoo / 1 .RiOil 


5 '-most EST 


zuv700352854.hl 


Method 


BLASTX 




g41 4i 0 4i 4 04 


BLAST score 


358 


E value 


8.0e-34 


Match length 


139 


% identity 


50 


NCBI Description 


(AC006234) unknown ] 


Seq. No. 


281994 



DNAJ-like domain 



39322 



Contig ID 


120849 l.RlOll 




uC-zmf lMol7 007hl2hl 




RTiASTX 


NCBI GI 


g473874 


BLAST score 


587 


V 1 n pi 

JO V O. -1- LJ. ~ 


1 Oe-60 




215 


% identity 


20 


NCBI Description 


(a08285) a membrane 




TNipotiana t abr^cuTnl 


Seq. No. 


281995 


Contig ID 


120862 l.RlOll 






Seq. No. 


281996 


Contig ID 


120867_1.R1011 


O IL\\J O L EjO ± 


np-^-mf IttiOI 7?nRrrnQh1 

U.^ ZjiLlJL -LiLLv -L ' jL. U y W -/IJ X 


o c y * IN . 


QQ7 




120886 1 RlOll 


<J i,LLW O L> J— 1 X 


nC— ymf Imol 7008d04r9T 

LJ. W ^ILLXXILLWX 1 vy Vji V/ ^ CI X 


O t; . LN \_? • 


z. o X ;!? _? o 


font in TD 


120890 1 RlOll 


T ■rem 


uC - zmf TMo 1 7 0 0 8 dO 9b 1 


Method 


BLASTX 


NCBI GI 


g4220522 


D J-ir^o i o O U 1. 


J- ^4 






Match length 


141 


% identity 


33 


"MPRT n^«^ 1 nl" 1 nn 

J. N W X J-^ O k3 v-' J L k-J -L ^ 11 


\ iA.-1-J \J ^ -J ^ \J f kj* U. L. CI. L. X V C 


Seq. No. 


281999 


Contig ID 


120892_1. RlOll 




U-^ Z.iLLX Xl'llJ X / VJWOt;VJZ.JJX 


Seq. No. 


282000 


Contig ID 


120914 1. RlOll 


J iLLlwlo U CjO i 




^-^ M ' ii* » 


282001 


Pom 1- i rr T H 


x^\j_7x/ x*r\xvjxx 




\/7nt 7 002^2^1 17 hi 


O e q , LN O . 


^ 0 i U U i 




1 90^9"^ 1 R1 ni 1 

x^w_/io x»r\.x\jxx 




w\r-ri C)(yy d^ 1 ^1 hi 

wyx / uvjz.'ixxj / .iix 


Method 


BLASTX 


NCBI GI 


g4104929 


BLAST score 


616 


E value 


4.0e-64 


Match length 


178 


% identity 


66 


NCBI Description 


(AF042195) auxin re 



factor 7 [Arabidopsis thaliana] 



39323 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282003 

120938_1.R1011 
uC-zmflMol7009a05bl 

282004 

120950_1.R1011 

uC-zmflMol7009b04bl 

BLASTX 

g3063710 

363 

2.0e-34 

157 

52 

(AL022537) putative protein [Arabidopsis thaliana] 
282005 

120952_1.R1011 

uC- zmf IMo 1 7 0 0 9b0 6bl 

BLASTN 

gl041422 

81 

2.0e-37 

369 
85 

H. vulgare mRNA for aminolevulinate dehydratase 
282006 

120957_1.R1011 

uC-zmflMol7009bllbl 

BLASTX 

g3249109 

517 

I. Oe-52 
142 

71 

(AC003114) Contains similarity to pre-mRNA splxcmg factor 

{SF2), P33 subunit gb_M72709 from Homo sapiens. ESTs 

gb T42588 and gb_R65514 come from this gene. [Arabidopsis 

thaliana] 

282007 

120957_2.R1011 

uC-zmflmol7116f07bl 

BLASTX 

g3249109 

481 

2.0e-48 

135 

70 

(AC003114) Contains similarity to pre-mRNA splicing factor 
(SF2), P33 subunit gb_M72709 from Homo sapiens. ESTs 

gb T42588 and gb__R65514 come from this gene. [Arabidopsis 

thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282008 

120973_1.R1011 

uC- zmf IMol 7 0 0 9d0 6bl 



39324 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282009 

120977_1.R1011 

uC- zmf IMo 1 7 00 9dllbl 

BLASTX 

g3885341 

251 

2.0e-21 

161 
34 

(AC005623) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282010 

120981_1.R1011 
uC-zmflMol7009e05bl 



Seq. No. 

Contig ID 
5 '-most EST 



282011 

120997_1.R1011 
uC-zmflMol7010e07bl 



Seq. No. 
Contig ID 
5 '-most EST 



282012 

120998_2.R1011 
uC-zmflmol7281h01bl 



Seq. No. 
Contig ID 
5 '-most EST 



282013 

121029_1.R1011 
uC-zmflmol7018d06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282014 

121036_1.R1011 

uC-zmflMol7010b02bl 

BLASTX 

g2244987 

340 

l.Oe-31 

146 

51 

(Z97340) similarity to protein kinase ■ 
(Dictyostelium) [Arabidopsis thaliana] 



slime mold 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282015 

121057_1.R1011 

uC-zmflMol7010d02bl 

BLASTX 

g3334661 

371 

2.0e-35 

120 

58 

(Y10490) putative cytochrome P450 [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



282016 

121082_1.R1011 
ymt700222133.hl 



Seq. No. 
Contig ID 



282017 

121100 l.RlOll 



39325 



5 '-most EST uC-zmf lMol7010h03bl 



Seq. No. 282018 

Contig ID 121102_1.R1011 

5 '-most EST uC-zmf Imol7262c06bl 

Method BLASTX 

NCBI GI g3355471 

BLAST score 366 

E value 8.0e-35 

Match length 126 

% identity 54 . i.-^ • 

NCBI Description (AC004218) putative lysophospholipase [Arabidopsis 

thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282019 

121111_1.R1011 
uC-zmflmol7012a02bl 

282020 

121113_1.R1011 
uC-zmflMol7012a04bl 

282021 

121122_1.R1011 
uC-zmflmol7012b07bl 

282022 

121128_1.R1011 
uC-zmflMol7012c01bl 

282023 

121130_1.R1011 

uC-zmflmol7012c03bl 

BLASTX 

g3540208 

261 

2.0e-24 

115 

50 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
282024 

121146_1.R1011 
uC-zmflMol7012d09bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



282025 

121154_1.R1011 
uC-zmflmol7012e07bl 

282026 

121158_1.R1011 

uC-zmflmol7023fl2bl 

BLASTX 

g2191187 

163 

7.0e-ll 
106 



39326 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



37 

(AF007271) contains similarity to a DNAJ-like domain 
[Arabidopsis thaliana] 

282027 

121161_1.R1011 

uC - zmf Imo 17012f03bl 



Seq. No. 

Contig ID 
5 '-most EST 



282028 

121166_1.R1011 
uC-zmflMcl7012f08tal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



282029 

121177_1.R1011 

uC'zmflmol7012g08bl 

BLASTX 

g2924792 

338 

l.Oe-31 

131 

50 

(ACG02334) similar to synaptobrevin [Arabidopsis thaliana] 
282030 

121181_1.R1011 

ntr700077325.hl 

BLASTX 

gl946373 

230 

9.0e-19 

99 

47 

(U93215) leader peptidase I isolog [Arabidopsis thaliana] 
282031 

121183_1.R1011 

uC-zmflmol7012h02bl 

BLASTX 

g3445201 

363 

2,0e-34 

109 

61 

(AC004786) unknown protein [Arabidopsis thaliana] 
282032 

121188_1.R1011 
qmh700030607.fl 

282033 

121198_1.R1011 
uC-zmflmol7013a08bl 



Seq. No. 
Contig ID 
5 '-most EST 



282034 

121208_1.R1011 
uC-zmflMol7013b09bl 



39327 



Seq. No. 
Contig ID 
5 '-most EST 



282035 

121216_1.R1011 
uC-zinflMol7013c05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282036 

121221_1.R1011 

uC-zmflMol7013cl0bl 

BLASTX 

g2842496 

276 

2.0e-24 

83 
69 

(AL021749) NAM / CUC2 



-like protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



282037 

121222_1.R1011 

uC-zmroteosinte066d05bl 

BLASTX 

g4056467 

332 

7.0e-31 

96 

62 

(AC005990) Strong similarity to gb_ABQ06693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA389822, 
gb_T41794, gb_N38455, gb_AI100106, gb_F14442 and gb_F14256 
come from this gene. [Arabidopsis thaliana] 

282038 

121229_1.R1011 

uC- zmf Imo 17013d07bl 

BLASTX 

g3892204 

518 

5.0e-57 
141 

79 

(AF078105) site-1 protease of sterol regulatory element 
binding proteins [Cricetulus griseus] 

282039 

121231_1.R1011 
uC-zmflMol7013d09bl 



Seq. No. 

Contig ID 
5 '-most EST 



282040 

121233_1.R1011 
uC-zmflMol7013dllbl 



Seq. No. 

Contig ID 
5 ' -most EST 



282041 

121237_1,R1011 
uC-zmflmol7013e03bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



282042 

121243_1.R1011 

uC-zmflMol7013el0bl 

BLASTX 



39328 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



g2367431 
163 

4.0e-ll 

126 

33 

{AF000403) 



putative cytochrome P450 [Lotus japonicus] 



282043 

121248_1.R1011 
uC-zmflmol7013f04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282044 

121250_1.R1011 
uC-zmflMol7013f06bl 

282045 

121253_1.R1011 

xsy700210576.hl 

BLASTX 

g3335347 

760 

6.0e-81 

200 

68 

{AC004512) Contains similarity to ARI, RING finger protein 
gb X98309 from Drosophila melanogaster . ESTs gb_T44383, 
gb_W43120, gb_N65868, gb_H36013, gb__AA0 4 2 2 4 1 , gb_T76869 and 
gb_AA042359 come from this gene. [Arabidopsis thaliana] 

282046 

121264_1.R1011 

uC-zmflmol7 013g09bl 

BLASTX 

g2088648 

194 

l.Oe-19 

74 

66 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
282047 

121266_1.R1011 

uC-zmflmol7 013gl2bl 

BLASTX 

g2316024 

878 

l.Oe-94 

194 

86 

(U96400) MRP-like ABC transporter [Arabidopsis thaliana] 
282048 

121275_1.R1011 

uC-zmflMol7013hl0bl 

BLASTX 

g4038044 

173 



39329 



E value 


3.0e-12 


Mri'hr'h 1 pnrrt'hi 


54 




56 


NCBI Description 


(AC005936) unknown protein [Arabidopsis thaliana] 




>gi_4 406788_gb_AAD20098_ (AC006532) unknown protein 




[Arabidopsis thaliana] 


kJ ^ • LN W » 


282049 




±^X^ 1 ^ J.a£\XVJXX 




nC-7TnfTMn1 701 4an?h1 


O w ^ • L\ * 


2820S0 


Contig ID 


121293 l.RlOll 




dvk7noT04760 hi 






NCBI GI 


g4589418 


BLAST score 


35 


Hi V d X U.C 


8 . Oe-10 




131 


% identity 


82 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome S^- TAC cl( 




PCy* 1 9 0 ntn 1 (=» "h (=* Q^(Tnf=>n(^^ 


O G * LM Q . 


i. o U X 


r'/^'n+- 1 *^ Tn 


1919 Q7 1 R1 n 1 1 


O IlLOo L EjO i 


nP- •7Tn-FTmn1 71 7AHnQK1 
ziiixxjiiux / X y fiiju i7ijx 


o e C5 . In o . 


oo 9 0^9 




19131S 1 R1011 
x^xjxj x.jr\xvjxx 




iiP-'7TnfTh7*^9R1 p flQh'^ 

Z.iLLXXJJ / OZ. »J XcLVJ j/JJ J 


Method 


BLASTX 


NCBI GI 


g3219151 




417 


Hi V ClX Lit; 


1 0^^-44 

X « ti 


Match length 


128 


% identity 


75 




fZ\RniR1P1^ (^^^(^9 yola^hoH TMt^ c; o"mV> y \7a "n 4~ In OTnnTn OT"\7c;"t~3l 1 innrn 
\r\D\J J. ^ XO X } \^\J.\^iC XtJXcLLCVX [_ i it; o ciLlJJ X y a.ii L iiCiLLU-iLl OX ^ o L. d X X X ii LLiLl 


Q £a r-r M 
o s q . i\ U . 


Z 0 Z U 0 o 


i^uiiuiy xu 


191 '^9f^ 1 PI ni 1 

XZXOZD X.r\XU±X 


•J iLlU o U £jO 1 


np-^m-pTmnl 7nzl/l-Fn(^H1 


D y q . IN O . 






191 1 PI nil 

x^XsJZ.^ x.jrxXLfXX 




nP-^m-pTMnl 701 4f:i1 OKI 

UO j(i.i[tX XiXltJ X / UXrlcXUX^X 


Method 


BLASTX 


NCBI GI 


gl899188 




Q7 


Hj Va,XU.e 


z . u © 0 0 


ria.T-(w-n xerigT_ii 


1 1 Q 

X X 


% identity 


00 


NCBI Description 


(U90212) DNA binding protein ACBF [Nicotiana tabacum] 


Seq. No. 


282055 


Contig ID 


121341 l.RlOll 


5 '-most EST 


uC-zmflmol7048b07bl 


Method 


BLASTX 



39330 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contlg ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contlg ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 
Contlg ID 
5 '-most EST 



gl888357 
756 

2.0e-80 

198 

70 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

282056 

121345_1.R1011 

ceu700429973.hl 

BLASTX 

g3892057 

413 

9.0e-46 

116 

48 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
282057 

121346__1.R1011 

uwc700153676.hl 

BLASTX 

g3928086 

202 

4.0e-29 

176 

47 

{AC005770) unknown protein [Arabidopsis thaliana] 
282058 

121348_1.R1011 
uC-zmflmol724 0e04bl 



Seq. No. 
Contlg ID 
5 '-most EST 



282059 

121349_1.R1011 
uC-zmflMol7 014g07bl 



Seq. No. 

Contlg ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contlg ID 
5 '-most EST 



282060 

121366_1.R1011 

uC-zmflMol7 015a01bl 

BLASTX 

g3269297 

149 

2.0e-09 

114 
33 

(AL030978) putative protein [Arabidopsis thaliana] 
282061 

121369_1.R1011 
uC-zmflMol7015a04bl 



Seq. No. 
Contig ID 
5 '-most EST 



282062 

121376_1.R1011 
uC-zmflmol7015allbl 



39331 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282063 

121382_1.R1011 
uC-zmflmol7161f09bl 

282064 

121383_1.R1011 

uC- zmf IMo 1 7 01 5b0 6bl 

BLASTX 

g585053 

260 

2.0e-22 

140 

42 

MITOTIC CONTROL PROTEIN DIS3 >gi_283075_pir_A41944 mitotic 
control protein dis3+ - fission yeast ( Schizosaccharomyces 
pombe) >gi_173381 (M74094) mitotic control protein 

[Schizosaccharomyces pombe] >gi_3650393_emb_CAA21102_ 

(AL031743) mitotic control protein dis3. 

[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282065 

121388_1.R1011 
uC-zmflmol7015bllbl 

282066 

121388_2.R1011 

uC-zmflmol7262a02bl 

BLASTN 

g2062705 

34 

6.0e-10 

38 

97 

Human butyrophilin (BTF5) 



mRNA, complete cds 



282067 

121389_1.R1011 

uC-zmflmol7 015bl2bl 

BLASTX 

g2827715 

368 

2.0e-35 

110 

65 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



- like protein 



Seq. No. 
Contig ID 
5 '-most EST 



282068 

121403_1.R1011 
uC-zmflMol7015d02bl 



Seq. No. 
Contig ID 
5 '-most EST 



282069 

121412_1.R1011 
uC-zmflmol7 015e06bl 



Seq. No. 



282070 



39332 



Contig ID 
5 '-most EST 



121423_1.R1011 
uC-zmroteosinte045b01b2 



Seq, No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282071 

121426__1.R1011 

uC- zmf Imo 17015f09bl 

BLASTX 

g4337187 

524 

l.Oe-60 

167 
66 

(AC006403) putative prolylcarboxypeptidase, 5' 
[Arabidopsis thaliana] 

282072 

121443_1.R1011 
uC-zmflMol7015h03bl 



partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282073 

121446_1.R1011 

uC-zmflMol7015h07bl 

BLASTX 

gl25201 

211 

l.Oe-16 

153 
34 

CAMP-DEPENDENT PROTEIN KINASE TYPE II-ALPHA REGULATORY 

CHAIN >gi_279515_pir 0KRT2R protein kinase (EC 2.7.1.37), 

cAMP-dependent, type Il-alpha regulatory chain - rat 
(fragment) >gi__206150 (J02934) protein kinase type II 
regulatory subunit (, EC 2.7.1.37) [Rattus norvegicus] 

282074 

121454_1.R1011 
uC-zmflMol7016a03bl 



Seq. No. 
Contig ID 
5 '-most EST 



282075 

121468_1.R1011 
uC-zmflm017016b06bl 



Seq. No. 
Contig ID 
5 '-most EST 



282076 

121471_1.R1011 

uC- zmf ImO 1 7 0 1 6b 0 9b 1 



Seq. No. 

Contig ID 
5 '-most EST 



282077 

121478_1.R1011 
uC-zmflMol7016c07bl 



Seq. No. 
Contig ID 
5 '-most EST 



282078 

121489_1.R1011 
uC-zmflMol7016d08bl 



Seq. No. 
Contig ID 
5 '-most EST 



282079 

121491_1.R1011 
uC-zmflMol7016dlObl 



39333 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g2129559 

251 

2.0e-21 

115 
48 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_34 93633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

282080 

121493_1.R1011 

uC-zmflMol7016dl2bl 

BLASTX 

g4416303 

415 

l.Oe-40 
101 

83 

(AF105716) gag protein [2ea mays] 
282081 

121504_1,R1011 

uC-zmflMol7016el2bl 

BLASTX 

g4210449 

325 

5.0e-30 

89 
71 

(AB016471) ARRl protein [Arabidopsis thaliana] 
282082 

121506_1.R1011 

uC-2mflMol7016f02bl 

BLASTN 

g3821780 

36 

l.Oe-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
282083 

121525_1.R1011 
mwy700442646.hl 

282084 

121526_1.R1011 

uC- zmf ImO 1 7 0 1 6h0 lb 1 



Seq. No. 

Contig ID 
5 '-most EST 



282085 

121534_1.R1011 

uC- zmf IMo 1 7 0 1 6h0 9b 1 



39334 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 



282086 

12154I_1.R1011 

rvt700549452.hl 

BLASTX 

g4588012 

499 

2.0e-50 

155 
65 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutura] 

282087 

121542__1.R1011 
uC-zmflm017018a05bl 



Seq. No. 

Contig ID 
5 '-most EST 



282088 

121544_1.R1011 
uC-zmflm017018a07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282089 

121545__1.R1011 

uC-zmflm017018a08bl 

BLASTX 

g4544451 

146 

4.0e-09 

72 
47 

(AC006592) unknown protein [Arabidopsis thaliana] 
282090 

121547_1.R1011 
uC-zmflm017018al0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282091 

121553_1.R1011 

uC-zmflm017018b05bl 

BLASTX 

g4101564 

266 

4.0e-23 

95 
57 

(AF004556) IFA-binding protein [Arabidopsis thaliana] 
282092 

121565_1.R1011 
uC-zmflm017018c05bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282093 

121567_1.R1011 

uC-zmflm017018c07bl 

BLASTN 

g3821780 

36 



39335 



E value 


1 . ue-iu 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6— 1 


Seq. No. 


o o o n o / 


Contig ID 


121571 l.RlOll 


o'-most EST 


uC-zmrlmul /(jlbcllDl 


Seq. No* 


0 0 0 n c 


+• -! n T 

uonzicf xu 


l^lO/D l.KlUll 


0 — mosL iitoi 


UL^ Zlul XnHJ 1 /UloQU^Dl 






NCBI GI 


g585536 


BLAST score 


154 


E value 


5.0e-10 


Match length 


56 


% identity 


57 


NCBI Description 


MYROSINASE PRECURSOR (SINIGRINASE 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3,1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_8 71990_emb_CAA557 8 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

282096 

121577^1. RlOll 

uC-zmflm017018d05bl 

BLASTX 

g3337389 

245 

2.0e-20 

246 

38 

(AC004682) pre-mRNA splicing factor (PRP16) (KIAA0224 ) [Homo 
sapiens] 

282097 

121583_1.R1011 
uC-zmflm017018dllbl 



Seq. No. 
Contig ID 
5 '-most EST 



282098 

121585_1.R1011 
uC-zmflm017018e02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



282099 

121590_1.R1011 

uC-zmflm017 018e07bl 

BLASTX 

g2809246 

144 

6.0e-09 

76 

38 

(AC002560) F2401.15 [Arabidopsis thaliana] 
282100 

121591 l.RlOll 



39336 



5 '-most EST 



uC-zmflMol7018e08bl 



Seq. No. 
Contig ID 
5 '-most EST 



282101 

121601_1.R1011 
uC-zmflin017018f07bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282102 

121603_1.R1011 

uC- zmf ImO 17018f09bl 

282103 

121615_1.R1011 

wyr700241145.hl 

BLASTX 

g4415912 

279 

2.0e-24 

109 

48 

(AC006282) putative protease [Arabidopsis thaliana] 
282104 

121627_1.R1011 
uC-zmflm017018hllbl 



Seq. No. 

Contig ID 
5 '-most EST 



282105 

121634__1.R1011 
uC-zmflmol7282f05bl 



Seq. No, 
Contig ID 
5 '-most EST 



282106 

121652_1.R1011 
uC-zmflmol7055b02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282107 

121653_1.R1011 

uC-zmflb73118b08bl 

BLASTN 

g342661 

99 

6.0e-48 

111 
98 

Maize mitochondrial 26S rRNA gene and flanks 
282108 

121659__1.R1011 
uC-zmflMol7019c08bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



282109 

121663^1. RlOll 

uC-zmflmol7215b08bl 

BLASTX 

g3875707 

243 

7,0e~20 

261 

26 



39337 



NCBI Description 



{Z35598) similarity with the yeast hypothetical 251.0 KD 
protein YCR32W (Swiss-Prot accession number P25356) ; cDNA 
EST EMBL:D34 073 comes from this gene; cDNA EST EMBL:D3237 6 
comes from this gene; cDNA EST EMBL:D37092 comes from*.. 
>gi_3876725_einb_CAA8 6337_ (Z46242) similarity with the 
yeast hypothetical 251.0 KD protein YCR32W (Swiss-Prot 
accession number P25356) ; cDNA EST EMBL:D34073 comes from 
this gene; cDNA EST EMBL:D32376 comes from this gene; cDNA 
EST EMBL:D37092 comes from 



Seq. No. 




Contig ID 


121675 l.RlOll 


5 '-most EST 


uC- zmf lMol7 0 1 9e02bl 


Seq. No. 


z-^, f\ ^ t -1 -1 

282111 


Contig ID 


121685_1 . RlOll 


5 '-most EST 


uC-zmflmol7f 02bl 


Method 


BLASTX 


NCBI GI 


gob5Ulz9 


BLAST score 


402 


E value 


7.0e-39 


Match length 


184 


% identity 


41 


NCBI Description 


{AL033391) conserved hypothetical protein 
albicans] 


Seq. No. 


282112 


Contig ID 


121691_1 . RlOll 


5 '-most EST 


uC-zmf Ib7324 6b02b3 


iMietnoci 


dLAo i A 


NCBI GI 


g3785997 


BLAST score 


154 


E value 


7.0e-10 


Match length 


91 


% identity 


40 


NCBI Description 


(AC0054 99) putative annexin [Arabidopsis ■ 


Seq* No. 


282113 


Contig ID 


121699_1 . RlOll 


5 ' -most EST 


uC-zmflmol7011h08bl 


Method 


BLASTX 


NCBI GI 


g4512659 


BLAST score 


553 


E value 


l.Oe-56 


Match length 


180 


% identity 


64 


NCBI Description 


(AC006931) putative protein kinase [Arabi( 
>gi_45444 65_gb_AAD22372. 1_AC006580_4 (ACOi 
protein kinase [Arabidopsis thaliana] 


Seq. No. 


282114 


Contig ID 


121699 2. RlOll 


5 '-most EST 


fC-zmle700578571fl 


Method 


BLASTX 


NCBI GI 


g4512659 


BLAST score 


494 


E value 


5.0e-50 



39338 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



132 
77 

{AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

282115 

121699_3.R1011 

uC-2mflmol7126al2bl 

BLASTX 

g3482919 

382 

9.0e-39 

95 

87 

(AC003970) Putative protein kinase [Arabidopsis thaliana] 
282116 

121731_1.R1011 
uC-zmflMol70 62b03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282117 

121739_1.R1011 

wyr700238167.hl 

BLASTX 

g2244899 

395 

5.0e-38 

169 
52 

(Z97338) similar to UFDl protein [Arabidopsis thaliana] 
282118 

121746_1.R1011 
uC-zmf IMol 7 0 62c07bl 



Seq. No. 
Contig ID 
5 '-most EST 



282119 

121776_1.R1011 
clt700044750.fl 



Seq. No. 

Contig ID 
5 '-most EST 



282120 

121782_1.R1011 
uC-2mflmol7216e01al 



Seq. No, 

Contig ID 
5 '-most EST 



282121 

121784_1.R1011 
uer700579014.hl 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



282122 

121797_1,R1011 
gct701173532.hl 

282123 

121816_1,R1011 
uC-2mflMol7063b07bl 



Seq. No. 



282124 



39339 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121822_1.R1011 

nbiti700475812.hl 

BLASTX 

g4455338 

525 

4.0e-53 

379 
36 

(AL035525) putative protein [Arabidopsis thaliana] 
282125 

121841_1.R1011 

uC-zinflMol7063cllbl 

BLASTX 

gl711543 

270 

2.0e-23 

156 

42 

SERINE/THREONINE-PROTEIN KINASE SSPl 

>gi_2130468_pir S5&666 protein kinase sspl - fission yeas 

(Schizosaccharomyces poinbe} >gi_1041185_dbj_BAA08301_ 
(D45882) protein kinase [Schizosaccharomyces pombe] 
>gi_4584701_emb_CAB40783.1_ {AL049609) 

serine/threonine-protein kinase sspl [Schizosaccharomyces 
pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



282126 

121846_1.R1011 
uC-zmflmol7035c03bl 



Seq. No. 
Contig ID 
5 '-most EST 



282127 

121847_1.R1011 
uC-zmflMol7063d05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282128 

121866_1.R1011 

uC-zmflMol7063f05bl 

BLASTX 

gl771158 

166 

2.0e-ll 

109 

32 

(Y07861) MFPl protein [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282129 

121927_1.R1011 

uC-zmflMol7064cl0bl 

BLASTN 

g2062705 

33 

5.0e-09 

33 

100 

Human butyrophilin (BTF5) mRNA, complete cds 



39340 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 



282130 

121942_1.R1011 

uC-zmflmol7065f02bl 

BLASTN 

g22371 

468 

O.Oe+00 

629 
57 

Maize Mu4 transposable element DNA 
282131 

121966_1.R1011 
ntr700071706.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282132 

121968_1.R1011 

uC-zmflMol7064g05bl 

BLASTX 

g3063449 

507 

2.0e-51 

148 
66 

(AC003981) F22013.il [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



282133 

122019_1.R1011 

uC-2mflmol7065d04bl 

BLASTX 

g3249098 

167 

8.0e-12 

44 

75 

{AC003114) ESTs gb_T04610, gb_N38459, gb_T45174, gb_R30481 
and gb_N64 971 come from this gene. [Arabidopsis thaliana] 

282134 

122022_1.R1011 
uC-zmflmol7065d07bl 



Seq. No. 

Contig ID 
5 '-most EST 



282135 

122035__1.R1011 
uC-zmflmol7269b04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282136 

122038_1.R1011 

uC-zmflMol7065ellbl 

BLASTX 

g4519936 

370 

3.0e-35 

135 

55 

{AB019186) RPRl [Oryza sativa] 



39341 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282137 

122052_1.R1011 
uC-2mflMol7065g03bl 

282138 

122067_1.R1011 

uC-2mflmol7065h08bl 

BLASTN 

g666088 

80 

5.0e-37 

135 
90 

S.bicolor mRNA for p- (S) -hydroxymandelonitrile lyase 
282139 

122069_1.R1011 
uC-2mflmol7065hlObl 



Seq. No. 
Contig ID 
5 '-most EST 



282140 

122071_1.R1011 
uC-2mflmol7067a01bl 



Seq. No. 
Contig ID 
5 '-most EST 



282141 

122083_1.R1011 
uC-2mflmol7067b07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282142 

122084_1.R1011 

uC-2mflmol7067b08bl 

BLASTX 

g3876895 

145 

4.0e-15 

84 

52 

(277660) predicted using Genefinder; Similarity to Human 
serine/threonine protein phosphatase P2AB (SW: P2AB_HUMAN) ; 
cDNA EST EMBL:D74346 comes from this gene; cDNA EST 
EMBL:D74151 comes from this gene; cDNA EST EMBL:D74424 come 

282143 

122095^1. RICH 

uC-zmflmol7067clObl 

BLASTX 

g2827711 

646 

9.0e-68 

152 

78 

(AL021 684) oxoglutarate dehydrogenase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



282144 

122096^1. RICH 

uC-zmflmol7067cllbl 

BLASTX 



39342 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Sag. No. 
Contig ID 
5 '-most EST 



g4371296 
155 

4.0e-10 

73 
40 

(AC006260) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



282145 

122097_1.R1011 
xjt700092315.hl 

282146 

122098__1.R1011 
uC-zmflmol7067d01bl 



Seq. No. 
Contig ID 
5 '-most EST 



282147 

122100_1.R1011 
uC-zmflmol7067d03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282148 

122153_1.R1011 

uC-zmflmol7068a05b2 

BLASTX 

gl418331 

235 

7.0e-20 

97 

49 

(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 

282149 

122164__1,R1011 
uC-zmflmol7068b08b2 



Seq, No. 
Contig ID 
5 '-most EST 



282150 

122173_1,R1011 
uC-zmflmol7245a05bl 



Seq. No. 
Contig ID 
5 '-most EST 



282151 

122173^2. RlOll 
uC-zmflmol7077e01bl 



Seq. No. 
Contig ID 
5 '-most EST 



282152 

122180_1.R1011 
uC-zmflmol7068e07b2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



282153 

122183__1,R1011 

uC-zmflmol7068f01b2 

BLASTX 

g2947070 

221 

5.0e-18 

83 
47 



39343 



NCBI Description 



(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282154 

122199_1,R1011 

uC- zmf ImO 1 7 0 8 2b0 6bl 

BLASTX 

g4454051 

452 

9.0e-50 

180 

54 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 
5^ -most EST 



282155 

122199_2.R1011 
uC-zmflMol7082b06bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282156 

122207_1.R1011 

zuv700354922.hl 

BLASTX 

g4572668 

273 

4.0e-24 

122 
49 

(AC006954) putative retrotransposon polyprotein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



282157 

122212_1.R1011 

uC-2mflmol7341b08bl 

BLASTX 

g2887500 

547 

5.0e-56 

182 
62 

(AC002339) putative AP2 domain-containing protein 
[Arabidopsis thaliana] 

282158 

122212__2,R1011 

uC-zmflm017082c08bl 

BLASTN 

g6598350 

36 

l.Oe-10 

92 
85 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

282159 

122215 l.RlOll 



39344 



€1 



5 '-most EST 



uC-2mflMol7082cllbl 



Seq. No. 

Contig ID 
5 '-most EST 



282160 

122221_1.R1011 
ceu700430990.hl 



Seq, No. 

Contig ID 
5 '-most EST 



282161 

122222_1.R1011 
uC-2mflm017082d07bl 



Seq. No. 

Contig ID 
5 '-most EST 



282162 

122224__1.R1011 
uC-2mflm017082d09bl 



Seq, No. 

Contig ID 
5 '-most EST 



282163 

122224_2.R1011 
fdz701164147,hl 



Seq. No. 

Contig ID 
5 '-most EST 



282164 

122230_1.R1011 
fwa700097934.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 



282165 

122235_1.R1011 

dyk700106626,hl 

BLASTX 

g2832658 

427 

5.0e-42 

117 

63 

(AL021710) putative protein [Arabidopsis thaliana] 
282166 

122249_1.R1011 
uC-2mflm017082h01bl 



Seq. No. 

Contig ID 
5 '-most EST 



282167 

122250_1.R1011 
aC-2mflm017082fl2bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



282168 

122265_1.R1011 
gwl700614938.hl 

282169 

122266_1.R1011 
uC-2mflm017082h05bl 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



282170 

122284^1. RlOll 

tzu700205916.hl 

BLASTX 

g3242789 

456 

2.0e-45 

177 



39345 



% identity 58 

NCBI Description (AF055357) respiratory burst oxidase protein D [Arabidopsis 
thaliana] 

Seq. No. 282171 

Contig ID 122309_1 , RlOll 

5^ -most EST uC-zmf Iraol7295d01bl 

Method BLASTX 

NCBI GI g2809246 

BLAST score 8 92 

E value 6.0e-96 

Match length 311 

% identity 55 

NCBI Description (AC002560) F2401.15 [Arabidopsis thaliana] 



Seq. No. 


282172 


Contig ID 


122327 l.RlOll 


5 '-most EST 


uC-2mflm017084a03bl 


Seq. No. 


282173 


Contig ID 


122333 l.RlOll 


5 '-most EST 


uC-zmflMol7084al0bl 


Seq. No. 


282174 


Contig ID 


122336 l.RlOll 


5 '-most EST 


uC-2mfrm017084b01bl 


Seq. No. 


282175 


Contig ID 


122338 l.RlOll 


5 '-most EST 


uC-2mflmol7269a09bl 


Seq. No. 


282176 


Contig ID 


122350 l.RlOll 


5 '-most EST 


uC-2mflm017084c05bl 


Seq. No. 


282177 


Contig ID 


122361 l.RlOll 


5 '-most EST 


uC-2mfim017084d04bl 


Seq. No. 


282178 


Contig ID 


122369 l.RlOll 


5 '-most EST 


uC-2mflMol7084e02bl 


Seq. No. 


282179 


Contig ID 


122383 l.RlOll 


5 '-most EST 


cat700019286.rl 


Seq. No. 


282180 


Contig ID 


122399 l.RlOll 


5 '-most EST 


uC-2mflMol7084g08bl 


Seq. No. 


282181 


Contig ID 


122401 l.RlOll 


5 '-most EST 


uC-2mflm017084glObl 


Method 


BLAST N 


NCBI GI 


g2832242 


BLAST score 


243 



39346 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

ISiCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



l.Oe-134 

442 
89 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
282182 

122414__1.R1011 

tzu700206769.hl 

BLASTX 

g2764806 

367 

5.0e-35 

115 

57 

{X78548) epoxide hydrolase [Glycine max] 
282183 

122427_1.R1011 
yyf700349505.hl 

282184 

122442_1.R1011 
uC-2mflmol7184g03bl 

282185 

122443_1.R1011 
uC-zmflMol7085d05bl 



Seq. No. 

Contig ID 
5 '-most EST 



282186 

122448_1.R1011 
xmt700263310.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282187 

122454__1.R1011 

uC-2mflMol7085e04bl 

BLASTX 

g4580395 

609 

2.0e-63 

149 

76 

(AC007171] 
thaliana] 



putative kinesin-related protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



282188 

122464_1.R1011 

uC-2mflmol7077a05bl 

BLASTX 

g799369 

190 

3.0e-14 

57 

70 

(U25111) metalloendopeptidase [Pisum sativum] 
282189 

122473 l.RlOll 



39347 



5 '-most EST 



Kyt700345765.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282190 

122485_1,R1011 

uC-2mflMol7085h06bl 

BLASTX 

g4544431 

322 

l.Oe-59 

169 
75 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282191 

122492^1, RlOll 

uC- zmf IMo 1 7 0 9 lb02bl 



Seq. No. 

Contig ID 
5 '-most EST 



282192 

122497_1.R1011 
uC-zmflMol7086a09bl 



Seq. No. 

Contig ID 
5 '-most EST 



282193 

122518_1.R1011 
uC-2mflb73122c02b2 



Seq. No. 

Contig ID 
5 '-most EST 



282194 

122533^2. RlOll 
uC-EmflMol7086dllbl 



Seq. No. 
Contig ID 
5 '-most EST 



282195 

122535_1,R1011 
uC-zmflMol7086e01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282196 

122542_1.R1011 

uC-2mflMol7086e08bl 

BLASTX 

g4240305 

197 

5.0e-15 

116 
37 

(AB020715) KIAA0908 protein [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



282197 

122545_1.R1011 

uC- zmf ImO 17 0 8 6e 1 Ibl 



Seq. No. 
Contig ID 
5 '-most EST 



282198 

122551_1.R1011 
vux700160217.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282199 

122561_1.R1011 
uC-2mflMol7086g05bl 



Seq. No. 



282200 



39348 









nr-^mfTMnl 70Rfirrn7hl 


Method 


BLASTN 


NCBI GI 


g3452290 


BLAST score 


14 / 


E value 


D . ue- / / 


Match length 


O J X 


% identity 


o / 


XT C iT* -fc^ T n 

inujdx uesciip clon 


7 TYl -r^ X T C "V^ "f^ V* "f" "K^ rT" / 

iiiSa luays xrei^iui^xaiibpi 


beq. No. 


0 Q 0 0 n 1 






0 IU05L £jOi 




Method 


BLASTN 


NCBI GI 


g3452300 


BLAST score 


£3 Q 
O O 


E value 


y . ue" 4tZ 


Match length 


9/19 


% identity 


0 O 


NCBI Description 


Zea mays retrotranspi 


beq. NO* 


9 Q 9 9 n 9 


oontig ±u 


199 Rf^Q 1 Pi ni 1 


D -most bbi 


r7-pr> -pT"A/r^ 1 T A Q ^^V* rH K1 

UL-— ziuriiYiOi /UobnuiDi 


Method 


riijf\b iJN 


NCBI GI 


g2668739 


BLAST score 


94 


E value 


Z . Ue-4 0 


Match length 


loo 


% identity 




NCBI Description 


Zea itiays translation 




complete cds 


Seq. No. 


O O 9 o ri 'D 


Contig ID 


Izzo / L) 1 . KiU ii 


lllL->0 U JliO J. 




Method 


BLASTX 


NCBI GI 


g2765817 


BLAST score 


273 


E value 


3.0e-42 


Match length 


134 


% identity 


61 



-1 5' LTR, partial sequence 



5' LTR, partial sequence 



(TIF) mRNA, 



NCBI Description 



(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi__3892049_gb_AAC78258. 1__AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282204 

122611_1.R1011 

uC-zmflmol7330e04bl 

BLASTX 

g461812 

351 

7.0e-54 

222 
47 

CYTOCHROME P4 50 72 (CYPLXXII) (PROBABLE 
GERANIOL-lO-HYDROXyLASE) (GEIOH) >gi_167484 



(L10081) 



39349 



Seq. No. 
Contig ID 
5 '-most EST 



Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 

282205 

122617_1.R1011 
uC-zmflb73131b04b2 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 



282206 

122624_1,R1011 

dyk700104559.hl 

BLASTX 

g4539335 

644 

3.0e-67 

229 
55 

(AL035539) putative protein [Arabidopsis thaiiana] 
282207 

122640^1. RlOll 
gct701175050.hl 

282208 

122646_1,R1011 

uC- zmf IMo 17089al0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



282209 

122650_1,R1011 

uC-zmflm017089b02bl 

BLASTX 

g2286200 

423 

l.Oe-41 

105 
77 

(AF010578) polynucleotide phosphorylase [Pisum sativum] 
282210 

122650_2,R1011 

xjt700092427.hl 

BLASTX 

g2286200 

695 

2.0e-73 

169 

78 

(AF010578) polynucleotide phosphorylase [Pisum sativum] 
282211 

122650__4.R1011 

pmx700087250.hl 

BLASTX 

g2286200 

311 

7.0e-29 
94 



39350 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



65 

(AF010578) polynucleotide phosphorylase [Pisum sativum] 
282212 

122655_1.R1011 
uC-zmflm017089b07bl 



Seq. No. 
Contig ID 
5 '-most EST 



282213 

122662_1.R1011 
uC-zmflMol7 089c02bl 



Seq. No. 
Contig ID 
5 '-most EST 



282214 

122663_1.R1011 
uC-zmflm017 089c03bl 



Seq. No. 

Contig ID 
5 '-most EST 



282215 

122665_1.R1011 
uC-zmflm017089c05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



282216 

122667^1. RlOll 

uC- zmf Imo 17118 dOSbl 

BLASTX 

g2827536 

223 

6.0e-18 

123 

40 

(AL021633) hypothetical protein [Arabidopsis thaliana] 
282217 

122676_1.R1011 
wyr700237160.hl 

282218 

122690_1.R1011 

uC- zmf ImO 17089el0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282219 

122692_1.R1011 

uC-zmflm017089el2bl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
282220 

122693^1. RlOll 
uC-zmflm017089f01bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



282221 

122695_1.R1011 

uC-zmflMol7089f03bl 

BLASTX 



39351 



11 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2191187 
175 

2.0e-12 

137 

18 

{AF007271) contains similarity to a DNAJ-like domain 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282222 

122696^1. RlOll 
uC-zmflm017089f04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282223 

122699_1.R1011 

uC-zmflm01708 9f08bl 

BLASTX 

g3402719 

259 

7,0e-25 

131 

47 

{AC0042 61) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 



282224 

122713_2.R1011 

wyr700239554.hl 

BLASTN 

g717080 

135 

l.Oe-69 

365 
85 

Zea mays glyceraldehyde- 
gene, promoter region 

282225 

122713_3.R1011 
uC-zmflmol7263h03bl 



3-phosphate dehydrogenase (GapC4] 



Seq. No, 
Contig ID 
5 '-most EST 



282226 

122713_5,R1011 
uC-zmflb73109a03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282227 

122716_1.R1011 

uC- zmf IMo 17093el0bl 

BLASTX 

g4581203 

267 

4.0e-23 

100 

49 

(Y17 912) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



282228 

122720 l.RlOll 



39352 



® 



5 '-most EST 



uC- zmf ImO 1 7 0 8 9h0 9bl 



Seq. No. 
Contig ID 
5 '-most EST 



282229 

122727_1.R1011 
uC-zmflmol732 9f01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



282230 

122732_1.R1011 

uC-2mflMol7091b01bl 

BLASTX 

gl869901 

275 

4.0e-24 

126 
34 

(X99699) XIAP associated factor-1 



(ZAP-1) [Homo sapiens] 



282231 

122739_1.R1011 

uC-zmflMol7091bl0bl 

BLASTX 

g2117303 

524 

2.0e-53 

169 

56 

(Z95620) n-acetylglucosaminyl-phosphatidylinositol 
[Schizosaccharomyces pombe] 

282232 

122744_1.R1011 

wyr700241792.hl 

BLASTX 

g2443887 

192 

8.0e-31 

145 

47 

(AC002294 
gb_Z4 6606 



Similar to transcription factor 
1658307 and others [Arabidopsis thaliana] 



282233 

122745_1.R1011 

uC-zmflMol7091c08bl 

BLASTX 

g4038037 

310 

l.Oe-29 

112 
61 

(AC005936) hypothetical protein [Arabidopsis thaliana] 
282234 

122749_1.R1011 

uC-zmflMol7091d01bl 

BLASTX 

g3004549 



39353 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

3.0e-10 

79 

44 

(AC003673) unknown protein [Arabidopsis thaliana] 
>gi_4 185152 (AC005724) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282235 

122760_1.R1011 
ymt700223453.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282236 

122795_1.R1011 

uC-zmflm017092b04bl 

BLASTX 

g2342683 

419 

4.0e-41 

147 

56 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067) . [Arabidopsis thaliana] 



■Seq. No. 
Contig ID 
5 '-most EST 



282237 

122800_1.R1011 

uC- zmf IMo 17092b09bl 



Seq. No. 
Contig ID 
5 '-most EST 



282238 

122802__1.R1011 
uC-zmflMol7092bl2bl 



Seq. No, 
Contig ID 
5 '-most EST 



282239 

122811_1.R1011 
uC-zmflMol7092c09bl 



Seq. No. 
Contig ID 
5 '-most EST 



282240 

122817_1.R1011 
uC-zmflm017092dl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



282241 

122817_2.R1011 
uC-zmflmol7158dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



282242 

122828_1.R1011 
clt700045759.fl 



Seq. No. 
Contig ID 
5 '-most EST 



282243 

122837_1.R1011 

uC- zmf IMo 17092f04bl 



Seq. No. 
Contig ID 
5 '-most EST 



282244 

122838_1.R1011 
uC-zmflMol7092f05bl 



Seq. No. 



282245 



39354 



Contig ID 
5 '-most EST 



122840_1.R1011 
uC-zmflm017092f08bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282246 

122845_1.R1011 
uC-zmflMol7092g04bl 

282247 

122853__1.R1011 

uC-zmflMol7092h04bl 

BLASTX 

g2832642 

559 

5.0e-57 

314 

42 

(AL021710) putative protein [Arabidopsis thaliana] 
282248 

122857_1.R1011 
uC-zmflMol7092hl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



282249 

122868_1.R1011 
uC-zmflMol7093al0bl 



Seq. No. 
Contig ID 
5 '-most EST 



282250 

122869_1.R1011 
uC-zmflMol7093allbl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282251 

122873_1.R1011 
uC-zmflMol7093b03bl 

282252 

122876_1.R1011 

uC- zmf IMo 17093b0 6b 1 

BLASTX 

g4559372 

145 

2.0e-ll 

77 
51 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
>gi_4646235_gb_AAD26898.1_AC007266_6 (AC007266) putative 
CONSTANS protein [Arabidopsis thaliana] 

282253 

122883_1.R1011 
uC-zmflm017093c02bl 



Seq. No. 

Contig ID 
5 '-most EST 



282254 

122891_1.R1011 
uC-zmflmol7022e01bl 



Seq. No. 

Contig ID 



282255 
122894 1. 



RlOll 



39355 



5 '-most EST 



uC-zinflMol7093d04bl 



Seq. No. 
Contig ID 
5 '-most EST 



282256 

122903_1.R1011 
uC-zmflMol7093e03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282257 

122908_1.R1011 

dyk700102512.hl 

BLASTX 

g4008008 

174 

3.0e-12 

49 
67 

(AF084035) receptor-like protein kinase [Arabidopsis 
thalianal 



Seq. No. 
Contig ID 
5 '-most EST 



282258 

122911_1.R1011 
uC-zmflm017093f01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



282259 

122912_1.R1011 

uC-zmflMol7093f02bl 

BLASTX 

g3249077 

298 

3.0e-32 

123 

56 

(AC004 473) Similar to prunasin hydrolase precursor 
gb_U50201 from Prunus serotina. ESTs gb__T21225 and 
gb_AA58 6305 come from this gene. [Arabidopsis thaliana] 

282260 

122916_1.R1011 

uC-zmflMol7093f06bl 

BLASTX 

g2108252 

451 

7 .Oe-45 

105 
81 

(¥10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538 925_emb_CAB39661 . 1_ 
(AL04 9483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

282261 

122917_1.R1011 

uC-zmflMol7093f07bl 

BLASTX 

g3043694 

383 

8.0e-37 

163 



39356 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



48 

(AB011157) KIAA0585 protein [Homo sapiens] 
282262 

122924_1.R1011 
uC-zmflMol7093g05bl 

282263 

122936_1.R1011 

uC-zmflMol7 0 93h05bl 

BLASTX 

g4033735 

147 

4.0e-09 

127 

35 

(AF054284) spliceosomal protein SAP 155 [Homo sapiens] 
282264 

123109_1.R1011 
uC-zmflmol7181c07bl 

282265 

123117_1.R1011 

uC-zmflm017025allbl 

BLASTX 

g3785975 

452 

6.0e-45 

166 

60 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
282266 

123131_1.R1011 

uC-zmflm017025c02bl 

BLASTX 

g3219786 

235 

2.0e-19 

149 
38 

PEPTIDYLPROLYL ISOMERASE CYP-1 ( PEPTIDYLPROLYL CIS-TRANS 
ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_984562 (L37292) 
peptidylprolyl isomerase [Brugia malayi] 
>gi_1583559_prf 2121248A cyclophilin [Brugia malayi] 

282267 

123144_1.R1011 
uC-zmflm017025d05bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282268 

123152_1.R1011 

uC-zmflm017025e02bl 

BLASTX 

g2589164 

701 



39357 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



3.0e-74 

163 

83 

(D88452) 



aldehyde oxidase--2 [Zea mays] 



282269 

123153_1.R1011 

uC-zmflmol7027e03al 

BLASTX 

g3395431 

520 

l-Oe-52 

249 

47 

(AC004 683) unknown protein [Arabidopsis thaliana] 
282270 

123155_1.R1011 
uC-zmflm017025e05bl 



Seq. No. 

Contig ID 
5 ' -most EST 



282271 

123156_1.R1011 
uC-zmflm017025e06bl 



Seq. No. 
Contig ID 
5 '-most EST 



282272 

123162_1,R1011 
uC-zmflm017025el2bl 



Seq. No. 

Contig ID 
5 '-most EST 



282273 

123166_1.R1011 
uC-zmflm017025f04bl 



Seq. No, 
Contig ID 
5 '-most EST 



282274 

123168_1.R1011 
uC-zmflm017025f06bl 



Seq. No. 

Contig ID 
5 '-most EST 



282275 

123175_1.R1011 
ntr700076883.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282276 

123189__1.R1011 

uC-zmflmol7041el0bl 

BLASTX 

g2632254 

149 

3.0e-09 

111 

31 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
282277 

123216_1.R1011 

uC-zmroteosinte094e08b2 

BLASTX 

g3850569 

271 



39358 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-23 

98 
50 

(AC005278) ESTs gb_T21276, gb_T45403, and gb_AA586113 come 
from this gene, [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282278 

123217_1,R1011 

uC-zmflm017026c03bl 

BLASTX 

g4102600 

716 

6.0e-76 

160 

85 

(AF0134 67) ARF6 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282279 

123238_1.R1011 

uC- zmf ImO 1 7 0 2 6e 0 3bl 

282280 

123246_1,R1011 
uC-zmflm017026el2bl 

282281 

123250_1.R1011 
xmt700258289.hl 

282282 

123260_1.R1011 
uC-zmflb73280g01b2 

282283 

123365_1.R1011 

uC-2mflmol7045g08bl 

BLASTN 

g22332 

329 

O.Oe+00 

415 

95 

Z.mays HRGP gene 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282284 

123653_1.R1011 

uC-zmflm017092e07bl 

BLASTX 

g3549654 

307 

8.0e-28 

107 
62 

(AL031394) metal-transporting P-type ATPase (fragment) 
[Arabidopsis thaliana] 



Seq. No. 



282285 



39359 



Contig ID 
5^ -most EST 



123680_1.R1011 
vux700161622.hl 



Seq. No. 

Contig ID 
5 '-most EST 



282286 

123789_1.R1011 

uC- zmf ImO 17205ci01bl 



Seq. No. 

Contig ID 
5 '-most EST 



282287 

123801_1.R1011 
uC-zmflm017205e02bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



clone 27A6-1 



282288 

123801_2.R1011 
uC-2mflb73004c03al 

282289 

123828_1.R1011 

uC-zmflmol7050b08b2 

BLASTN 

g3821780 

34 

4 .Oe-09 

34 

100 

Xenopus laevis cDNA 
282290 

123837__1.R1011 

uC- zmf ImO 17 2 0 5h0 5bl 

BLASTX 

g2623246 

282 

3.0e-25 
65 



(AF030709) poly (A) polymerase [Pisum sativum] 
282291 

123839_1.R1011 
uC-zmflmol7097c05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



282292 

123843_1.R1011 

uC-zmflm017205hllbl 

BLASTX 

g2746079 

1028 

l.Oe-112 

305 

68 

(AF015310) BTHl [Brassica napus] 
282293 

123843_2.R1011 
pmx700081919,hl 
BLASTX 
g2746079 



39360 



BLAST score 

E value 

Match length 

% identity 

NCBl Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



480 

2.0e-48 

154 
60 

(AF015310) BTHl [Brassica napus] 
282294 

123865_1.R1011 

uC-zmflm017207bllbl 

BLASTX 

g2262107 

856 

3.0e-92 

194 

81 

(AC002343) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



282295 

123869_1.R1011 
uC-zmflm017207c03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282296 

123884_1.R1011 

uC-zmflm017207d07bl 

BLASTX 

gl553133 

174 

2.0e-12 

158 
14 

(U64722) actin-fragmin kinase [Physarum polycephalum] 
282297 

123885_1.R1011 

afb700380835.hl 

BLASTX 

g2997684 

216 

4,0e-17 

83 
49 

(AF053302) putative transcriptional co-activator 
[Arabidopsis thaliana] 

282298 

123891_1.R1011 

uC-zmflm017207e02bl 

BLASTX 

g4325282 

551 

2.0e-56 

180 

59 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286__gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



39361 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282299 

123899_1.R1011 
uC-zmflm017207el0bl 

282300 

123901_1.R1011 

cyk700049193.fl 

BLASTX 

g2708749 

220 

l.Oe-17 

107 
49 

(AC003952) putative senescence-assoc . rhodanese-like 
protein [Arabidopsis thaliana] 

282301 

123901_2.R1011 

uC-zmflmol7078c08bl 

BLASTX 

g2708749 

197 

5.0e-15 

127 

41 

(AC003952) putative senescence-assoc. rhodanese-like 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282302 

123901_3.R1011 

xdb700340816.hl 

BLASTX 

g2708749 

143 

4.0e-09 

91 

45 

(AC003952) putative senescence-assoc. 
protein [Arabidopsis thaliana] 



r hodane s e - 1 i ke 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282303 

123929_1.R1011 

uC-zmflm017207h07bl 

BLASTX 

g4567265 

167 

2.0e-ll 

77 

45 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 
282304 

123930_1.R1011 
uC-2mflb73127h04b2 



Seq. No. 



282305 



39362 



Contig ID 
5 '-most EST 



123939_1.R1011 
uC-zmflmol7163a02bl 



Seq. No. 282306 

Contig ID 123956_1 . RlOll 

5 '-most EST uC-zmf Ib73154a01b2 

Method BLASTX 

NCBI GI g4539404 

BLAST score 199 

E value 6.0e-17 

Match length 119 

% identity 43 

NCBI Description (AL049524) putative protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 
5 '-most EST 



282307 

123969_1.R1011 
xmt700258204.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282308 

123995_1.R1011 
uC-zmflm017209f05bl 



Seq. No. 
Contig ID 
5 '-most EST 



282309 

123999_1.R1011 
uC-zmflmol7019h09al 



Seq. No, 

Contig ID 
5 '-most EST 



282310 

124019_1.R1011 
uC-zmflmol717 9b03al 



Seq. No. 

Contig ID 
5 '-most EST 



282311 

124019_2.R1011 
uC-zmflm01720 9h06bl 



Seq. No. 
Contig ID 
5 '-most EST 



282312 

124034_1.R1011 
uC-zmflm017211allbl 



Seq. No. 
Contig ID 
5 '-most EST 



282313 

124039_1.R1011 
uC-zmflm017211b04bl 



Seq. No. 
Contig ID 
5 '-most EST 



282314 

124049_1,R1011 
uC-zmflm017211c03bl 



Seq. No. 

Contig ID 
5 '-most EST 



282315 

124052_1.R1011 
uC-zmflm017211c06bl 



Seq. No. 

Contig ID 
5 '-most EST 



282316 

124062_1.R1011 
uC-zmflm017211d06bl 



Seq. No. 
Contig ID 
5 '-most EST 



282317 

124069_1.R1011 
uC-zmflm017211e01bl 



39363 



Seq. No. 

Contig ID 
5 '-most EST 



282318 

124071_1.R1011 
ntr700074292.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282319 

124094_1.R1011 

uC-zmflb7327 6d03al 

BLASTX 

g3335359 

164 

2,0e-ll 

63 

51 

(AC003028) unknown protein [Arabidopsis thaliana] 
282320 

124095_1.R1011 

uC- zmf ImO 17211g03bl 

BLASTX 

g2947063 

219 

5.0e-30 

180 

42 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282321 

124111_1.R1011 

nbm700476079.hl 

BLASTX 

g3342382 

297 

7.0e-27 

130 

52 

(AF059678) VIP-receptor-gene repressor protein [Rattus 
norvegicus ] 

282322 

124112_1.R1011 
uC-zmflm017211hllbl 



Seq. No. 
Contig ID 
5 '-most EST 



282323 

124124_1.R1011 
uC-zmflm017212allbl 



Seq. No. 
Contig ID 
5 '-most EST 



282324 

124125_1.R1011 

uC- zmf ImO 1 7 2 1 2 a 1 2 b 1 



Seq. No. 

Contig ID 
5 '-most EST 



282325 

124130_1.R1011 

uC- zmf ImO 17212b06bl 



Seq. No. 



282326 



39364 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



124169_1.R1011 
xyt700347304.hl 

282327 

124187_1.R1011 

xsy700210761.hl 

BLASTX 

gl617268 

322 

3.0e-35 

118 

58 

(Z72153) acyl CoA synthetase [Brassica napus] 
282328 

124202_1.R1011 
uC-zmflb73297f05al 



Seq. No. 
Contig ID 
5 '-most EST 



282329 

124202_2.R1011 
uC-zmflm017214a04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282330 

124220^1. RlOll 

uC-zmflm017214c02bl 

BLASTX 

g2660669 

326 

2.0e-37 
169 
56 

(AC002342) 
thaliana] 



human Mi-2 autoantigen-like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282331 

124232_1.R1011 
uC-zmflmol7267b02bl 

282332 

124242_1.R1011 
uC-zmflm017214e04bl 

282333 

124254_1.R1011 

uC-zmflm017214f05bl 

BLASTX 

g4506043 

323 

l.Oe-32 

154 

48 

prolyl endopeptidase >gi_134 67 69_sp_P4 8147_PPCE_HUMAN 
PROLYL ENDOPEPTIDASE ( POST-PROLINE CLEAVING ENZYME) (PE) 
>gi__558596_emb_CAA52605_ (X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidase 

[Homo sapiens] 



39365 



Seq. No. 

Contig ID 
5 '-most EST 



282334 

124256_1.R1011 
uC-zraflin017214f07bl 



Seq. No. 

Contig ID 
5 '-most EST 



282335 

124296_1.R1011 

uC- 2mf ImO 1 7 2 3 3b0 3bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282336 

124299_1.R1011 

uC-2mroteosintel05d09bl 

BLASTX 

g2829894 

195 

9.0e-15 

121 
53 

(AC002311) Unknown protein [Arabidopsis thaliana] 
282337 

124305_1.R1011 

xay700053548.rl 

BLASTN 

gl68436 

55 

6.0e-22 

188 
87 

Zea mays catalase (Cat 3) gene, complete cds 
282338 

124325_1.R1011 

uC- zmf ImO 1 7 2 3 3d0 9bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282339 

124330_1.R1011 

uC-zmroteosinte028b01bl 

BLASTX 

g3914212 

877 

2.0e-94 

281 

61 

5-OXOPROLINASE ( 5-OXO-L-PROLINASE) (PYROGLUTAMASE) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 



282340 

124331_1.R1011 

uC-zmflm017233e04bl 

BLASTX 

g465737 

160 

3.0e-10 

113 

31 

HYPOTHETICAL 30.2 KD PROTEIN C02F5.4 



IN CHROMOSOME III 



39366 



Seq. No. 

Contig ID 
5 '-most EST 



>gi 630510_pir S44606 C02F5.4 protein - Caenorhabditis 

elegans >gi_289611 {L14745) coded for by C. elegans cDNA 
GenBank:CEL16D4 (M89109) ; putative [Caenorhabditis elegans! 

282341 

124342__1.R1011 
uC-zmflmol7266h05bl 



Seq, No. 
Contig ID 
5 '-most EST 



282342 

124372_1.R1011 
uC-zmflm017233hl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282343 

124404_1.R1011 

fwa700097845.hl 

BLASTX 

g4309969 

254 

l.Oe-21 

124 

43 

(AC002983) putative phosphoglyceride transfer protein 
[Arabidopsis thaliana] 

282344 

124456_1.R1011 

uC-zmflmol7001h01bl 

BLASTX 

g4210504 

496 

4.0e-50 

165 

57 

{AC002392) putative cadmium-transporting ATPase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282345 

124487_1.R1011 

ceu700426913.hl 

BLASTX 

g4587577 

258 

3.0e-22 

141 

39 

(AC006550) F10O3. 
282346 

124498_1.R1011 
vux700158274.hl 



17 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282347 

124500_1.R1011 
uC-zmflmol70112d07bl 



Seq. No. 

Contig ID 



282348 

124502 l.RlOll 



39367 



5 '-most EST 



uC-zinflb73213gl0bl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

KCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282349 

124507_1.R1011 

uC-zmflmol70112e03bl 

BLASTX 

g2961371 

196 

5.0e-15 

139 
38 

(AL022141) hypothetical protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

ISlCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282350 

124522_1.R1011 

uC-zmflb73029d09al 

BLASTX 

g4455300 

1290 

l.Oe-143 

273 
83 

{AL035528) putative pectate lyase All (fragment) 
[Arabidopsis thaliana] 

282351 

124540__1.R1011 

rvl700457619.hl 

BLASTX 

g2231149 

789 

2.0e-84 

169 
91 

(L81152) integral membrane protein [Oryza sativa] 
282352 

124557_1,R1011 
uC-zmflmol7113b05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282353 

124570_1.R1011 

uC-zmflmol7113cl0bl 

BLASTX 

g3647182 

268 

8.0e-23 

155 
37 

(AL031178) dJ341E18.2, 
1) [Homo sapiens] 



1 (novel PUTATIVE protein) (isoform 



Seq. No. 
Contig ID 
5 '-most EST 



282354 

124570_2.R1011 
uC"zmflmol7336g07bl 



39368 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282355 

124576_1.R1011 
uC-zmflb73301dl2b2 

282356 

124578_1.R1011 
uC-zmflmol7292e05bl 

282357 

124580_1.R1011 
uC-zmflmol7113dl2bl 

282358 

124588_1.R1011 
uC-zmflmol7113el2bl 

282359 

124603_1.R1011 

uC-zmflmol7113gllbl 

BLASTX 

g4580462 

442 

l.Oe-43 

212 

43 

(AC006081) hypothetical protein [Arabidopsis thaliana] 
282360 

124605_1.R1011 

uC-zmflmol7113h04bl 

BLASTX 

g4097547 

155 

4.0e-10 

68 
47 

(U64906) ATFP3 [Arabidopsis thaliana] 
282361 

124606_1,R1011 
uC-zmflmol7113h05bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



282362 

124608_1.R1011 

uC- zmf Imo 17113h08bl 

282363 

124637_1.R1011 
uC-zmflmol70114c05bl 

282364 

124679_1.R1011 

gct701170926.hl 

BLASTX 

g2245131 

417 

9.0e-41 



39369 



Match length 210 
% identity 4 4 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 



(Z97344) hypothetical protein [Arabidopsis thaliana] 
282365 

124694_1.R1011 
uC-zmflmol7011a04bl 

282366 

124703^1. RlOll 
uC-2mflmol7011b01bl 

282367 

124717_1.R1011 
uC-2mflb73172g05b2 

282368 

124745_1.R1011 
uC-zmflmol7011f01bl 

282369 

124768_2.R1011 
nbm700473014.hl 

282370 

124773__1.R1011 
ntr700073101.hl 

282371 

124774_1.R1011 
uC-zmflmol7023gllbl 
BLASTX 
g2104949 
389 

l.Oe-37 
90 
8 2 

(U96716) MAP kinase-like protein [Selaginella lepidophylla] 
282372 

125055__1.R1011 
xjt700094942.hl 

282373 

125062_1.R1011 
xsy700208863.hl 
BLASTX 
g3876622 
241 

5.0e-20 
96 
45 

(Z81523) Similarity to Yeast SOH-1 protein (SW:P38633) 
[Caenorhabditis elegans] 

282374 

125100 l.RlOll 



39370 



5 '-most EST 



uC-zmflmol7017fllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282375 

125120_1.R1011 

uC-zmflmol7017h08bl 

BLASTX 

g2961387 

216 

3.0e-18 
108 

51 

(AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282376 

125142_1.R1011 
wty700171549.hl 



Seq. No. 

Contig ID 
5 '-most EST 



282377 

125146_1.R1011 
uC-zmflmol7 020c03bl 



Seq. No. 

Contig ID 
5 '-most EST 



282378 

125152_1.R1011 
uC-zmflmol7020c09bl 



Seq. No. 
Contig ID 
5 '-most EST 



282379 

125152_2.R1C11 
fdz701161342.hl 



Seq. No, 

Contig ID 
5 '-most EST 



282380 

125164_1.R1011 
uC-zmflmol7155a05bl 



Seq. No. 
Contig ID 
5 '-most EST 



282381 

125172_1.R1011 
lhp700053367.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282382 

125175_1.R1011 

uC-zinflinol7020ellbl 

BLASTX 

g2191168 

387 

4.0e-37 

170 
46 

(AF007270) contains similarity to myosin heavy chain 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282383 

125188_1.R1011 
uC-zmflmol7199c0 6bl 



Seq. No. 
Contig ID 
5 '-most EST 



282384 

125191_1.R1011 
hbs701182828.hl 



39371 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282385 

125205_1.R1011 

dyk700106040.hl 

BLASTX 

g3913808 

616 

3.0e-64 

137 
87 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) (HEME 
SYNTHETASE) >gi_2429618_dbj_BAA22284_ (AB007120) 
f errochelatase [Oryza sativa] 



Seq* No. 

Contig ID 
5 '-most EST 



282386 

125218_1.R1011 
uC-zmflmol7021al2bl 



Seq. No. 
Contig ID 
5 '-most EST 



282387 

125230_1.R1011 
uC-zmflmol7021c04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282388 

125231_1.R1011 

uC-zmflmol7021c05bl 

BLASTX 

g4586260 

171 

7.0e-12 

93 
44 

(AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282389 

125234_1.R1011 
uC-zmflinol7021c08bl 



Seq. No. 
Contig ID 
5 '-most EST 



282390 

125235_1,R1011 
uC-zmflmol7021c09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282391 

125240_2.R1011 

xmt700262806,hl 

BLASTX 

gl084415 

154 

3.0e-10 

52 

58 

RNA-binding protein - Wood tobacco >gi__624925_dbj_BAA0517 0_ 
{D26182) RNA-binding glycine rich protein {RGP-2) 
[Nicotiana sylvestris] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



282392 

125249_1.R1011 

uC-zmflmol7021e01bl 

BLASTX 



39372 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

WCBI Description 



g4510395 
713 

3.0e-75 

196 

63 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

282393 

125259_1.R1011 

pmx700088564 .hi 

BLASTX 

g3157932 

301 

3.0e-27 

86 

63 

{AC002131) Similar to hypothetical protein HYPl gb_z:97338 
from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282394 

125307_1.R1011 

uC-zmflmol7037e05al 

BLASTX 

g4455227 

386 

5.0e-37 

100 
74 

(AL035440) SNF8 like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282395 

125314_1.R1011 

uC-zmflmol7161e07bl 

BLASTX 

g2443881 

522 

5.0e-53 

139 

43 

(AC002294) contains beta-transducin motif [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282396 

125316_1.R1011 

uC-zmflmol7022bl2bl 

BLASTN 

gl864000 

189 

l.Oe-102 

197 

99 

Maize DNA for Fd III, complete cds 



Seq. No. 

Contig ID 
5 '-most EST 



282397 

125320_1.R1011 
uC-zmflmol7 022c04bl 



39373 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122070 

145 

6.06-09 

76 

42 

ELONGATION FACTOR 1-ALPHA 2 (EF-l-ALPHA-2 ) >gi__8860 61 
(U26267) translation elongation factor EF-lalpha [Euplotes 
crassus] 



Seq. No, 

Contig ID 
5 '-most EST 



282398 

125343_1.R1011 

uC - zmf Imo 17022e06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282399 

125344_1.R1011 

ymt700223836.hl 

BLASTX 

g45B7572 

809 

3.0e-86 

251 
60 

(AC006550) Similar to gb_U70015 lysosomal trafficking 
regulator from Mus musculus and contains 2 PF_00400 WD4 0, 
G-beta repeats. ESTs gb__T4338 6 and gb_AA395236 come from 
this gene. [Arabidopsis thaliana] 

282400 

125351_1.R1011 

uC-zmflmol7022f02bl 

BLASTX 

gl946361 

195 

6.0e-15 

88 

51 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282401 

125356__1.R1011 

uC-zmflmol7022f08bl 

BLASTX 

g3882018 

305 

l.Oe-27 

137 

46 

(Y18377) cytokinin oxidase [Zea mays] 
282402 

125362_1.R1011 

fd2701158817.hl 

BLASTX 

g2589162 

694 



39374 





E value 


3.0e-73 




Match length 


199 




% identity 


DO 




NCBI Description 


(D88451) aldehyde oxidase 




Seq. No. 


282403 




Contig ID 


125372 l.RlOll 




5 '-most EST 


yyf700350903.hl 




Seq. No. 


282404 




Contig ID 


125376 l.RlOll 




5 '-most EST 


uC-zmflmol7022h08bl 




Method 


BLASTX 




NCBI GI 


g2z obyoo 




BLAST score 


835 




E value 


l.Oe-89 




Match length 


187 




% identity 


82 




NCBI Description 


(Y13943) MEtRS [Arabidops; 




Seq. No. 


282405 




Contig ID 


125410 l.RlOll 


fl 


5 '-most EST 


uC-zmflmol7 02 3c08bl 




Seq. No. 


282406 




Contig ID 


125412 l.RlOll 


y = 


5 '-most EST 


uC-zmflmol7023cl0bl 




Method 


BLASTX 




NCBI GI 


g78787 




BLAST score 


148 




E value 


2.0e-09 




Match length 


50 




% identity 


54 




NCBI Description 


proteinase II (EC 3.4.21. 



Escherichia coli 



coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282407 

125422_1.R1011 

uC- zmf Imo 17023 d08bl 

BLASTX 

g4176546 

180 

9.0e-13 

236 
20 

(AL035259) possible RanBP7-importin-beta-Cselp superfamily 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



282408 

125448_1,R1011 
uC-zmflmol7023fl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



282409 

125449_1.R1011 
uC-zmflmol702 3f llbl 



39375 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282410 

125452_1.R1011 

uC-zmroteosintell5gl0bl 

BLASTX 

g3600036 

242 

3.0e-20 

134 

46 

(AF080119) contains similarity to protein kinase domains 
(Pfam: pkinase,hnun, score: 227,04) [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282411 

125472_1.R1011 

clt700044888.fl 

BLASTN 

g3212102 

46 

l.Oe-16 
150 

83 

Arabidopsis Thaliana BAC F6A4, Chromosome IV^ near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 » -most EST 



282412 

125476_1.R1011 
uC-zmflmol7029a07bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282413 

125482_1.R1011 

uC-zmflmal702 9b02bl 

BLASTX 

gl657621 

291 

4 .Oe-26 

80 

68 

(072505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyi-coA dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282414 

125493_1.R1011 

ymt700219647.hl 

BLASTX 

g4584527 

180 

6.0e-13 

195 

29 

(AL04 9607) putative protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282415 

125528_1.R1011 

uC-zmflmol7164b04bl 

BLASTX 

g2244940 

585 



39376 



3.0e-60 

250 

. ^^^..^^^j 51 

NCBI Description (Z97339) hypothetical protein [Arabidopsis thaliana] 



E value 
Match length 
% identity 



Seq. No. 

Contig ID 
5 '-most EST 



282416 

125533_1.R1011 
uC-zmflmol7029g06bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282417 

125541_1.R1011 
xmt700261314.hl 

282418 

125558_1.R1011 

uC - zmf Imo 17030b01bl 

BLASTX 

g3157945 

254 

l.Oe-21 

96 

59 

(AC002131) Contains similarity to axi 1 gene gb__X80301 from 
Nicotiana tabacum. [Arabidopsis thaliana] 

282419 

125563_1.R1011 

uC-zmflmol7030b06bl 

BLASTX 

g4581123 

432 

2.0e-42 

215 

48 

(AC005825) unknown protein [Arabidopsis thaliana] 
282420 

125572_1.R1011 

uC-zmflmol7030c03bl 

BLASTX 

g2244785 

464 

3.0e-46 

134 

66 

{Z97335) hypothetical protein [Arabidopsis thaliana] 
282421 

125584_1.R1011 

uC-zmflmol7 030d04bl 

BLASTX 

g3493131 

353 

2.0e-33 

87 

78 

(AF081570) thymidylate kinase [Arabidopsis thaliana] 



39377 



Seq. No. 

Contig ID 
5* -most EST 

Seq, No. 

Contig ID 
5^ -most EST 



282422 

125584_2.R1011 
xjt700094451.hl 

282423 

125586_1.R1011 
nbm700475822.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



282424 

125590_1.R1011 

gct701179827.hl 

BLASTX 

g2827992 

346 

2.0e-32 

113 

54 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 
282425 

125610_1,R1011 

uC-zmflb73252gl0b3 

BLASTX 

g3152568 

403 

4.0e-39 

201 

48 

(AC002986) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb_H76597 comes from this 
gene. [Arabidopsis thaliana] 

282426 

125646_1.R1011 
uC-zmflmol7031al2bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



282427 

125682_1.R1011 
cyk700052124.fl 

282428 

125683_1.R1011 

uC-zmflmol7031e02bl 

BLASTX 

g3913366 

282 

l.Oe-24 

244 

30 

PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 
>gi_1597723 (U67422) CRINKLY4 precursor [Zea mays] 

282429 

125706_1.R1011 
uC-zmflmol7031g03bl 



39378 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282430 

125754_1.R1011 
uC-zmflmol7126el0bl 

282431 

125770_1.R1011 

uC- zmf Imo 17035a06bl 

BLASTX 

g3193294 

176 

9.0e-13 

108 
34 

{AF069298) similar to reverse transcriptases (Pfam 
rvt.hmm, score: 53.76) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
. 5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282432 

125773_1.R1011 
xsy700209059.hl 

282433 

125780_1.R1011 

uC-zmflmol7116fl2bl 

BLASTX 

g3702691 

608 

2.0e-63 

137 

39 

(AB005902) AtPIPSKl [Arabidopsis thaliana] 
282434 

125783_1.R1011 
yyf700350780.hl 

282435 

125794_1.R1011 
uC-zmflb73161g05b2 

282436 

125799_1.R1011 
uC-zmflmol7312e04bl 

282437 

125800_1.R1011 
uC-zmflmol7035d01bl 

282438 

125805_1.R1011 
pmx700088524 .hi 

282439 

125822_1.R1011 

uC-zmflmol7035f04bl 

BLASTX 

g4512703 

537 



39379 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



7.0e-55 

151 

71 

(AC006569) unknown protein [Arabidopsis thaiiana] 
282440 

125832_1.R1011 

uC-zmflmol7054c03bl 

BLASTX 

g3237273 

398 

l.Oe-38 

126 

66 

(U59489) sucrose-phosphate synthase [Musa acuminata] 
282441 

125851_1.R1011 
fC-zmst700624311fl 



Seq, No. 

Contig ID 
5 '-most EST 



282442 

125875_1.R1011 
uC-zmflmol7036c05b2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



282443 

125887_1.R1011 
uC-zmflmol7136g06bl 

282444 

125888_1.R1011 
uC-zmflmol7036dl0b2 



Seq. No. 
Contig ID 
5 '-most EST 



282445 

125889_1.R1011 
uC-zmflmol7036dllb2 



Seq. No. 
Contig ID 
5 '-most EST 



282446 

125927_1.R1011 
uC-zmflmol7036h04b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282447 

125951_1.R1011 

tfd700574730.hl 

BLASTX 

g4558673 

225 

4.0e-20 

85 
56 

(AC007063) hypothetical protein [Arabidopsis thaiiana] 
282448 

125975_1.R1011 
uwc700152456.hl 



Seq. No. 
Contig ID 



282449 

125977 l.RlOll 



39380 



5 '-most EST 



uC-2mflmol7039c07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282450 

125986_1.R1011 

uC-zmflmol7037e05bl 

BLASTX 

gl065506 

281 

7.0e-25 

106 

50 

(U40419) nearly identical to C. elegans predicted protein 
F17C8.5 (GB:Z35719) [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282451 

125995_1.R1011 

uC-2mflmol7344b02bl 

BLASTX 

g4218535 

200 

3.0e-20 

68 

72 

(AJ010829) GRABl protein [Triticum sp. 



Seq. No. 
Contig ID 
5 '-most EST 



282452 

126006_1.R1011 
uC-zmflmol704Bgl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282453 

12^6010_1.R1011 

uC-zmflmol7037g07bl 

BLASTX 

gl076755 

473 

l.Oe-59 

129 

82 

protein kinase - rice 
[Oryza sativa] 



>gi_450300 {L27821) protein kinase 



Seq. No. 
Contig ID 
5 '-most EST 



282454 

126024__1.R1011 
uC-zmflmol7037hl0bl 



Seq, No. 
Contig ID 
5 '-most EST 



282455 

126026_1.R1011 
fC-zmle700431965a3 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



282456 

126063_1.R1011 

dyk700104622.hl 

BLASTX 

g4204759 

298 

6.0e-27 
99 



39381 



% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(U51191) peroxidase precursor [Glycine max] 
282457 

126064_1.R1011 

uC-zniroteosinte069cllbl 

BLASTX 

gl363484 

371 

4.0e-35 

155 
54 

IAA13 protein - Arabidopsis thaliana >gi_972929 (U18415) 
IAA13 [Arabidopsis thaliana] >gi_2459414 {AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282458 

126080_1.R1011 

uC-zmflmol7038ellbl 

BLASTX 

gl707412 

463 

3.0e-46 

130 
64 

(X95906) Cleavage and Polyadenylation Specifity Factor 
protein [Bos taurus] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



282459 

126094_1.R1011 

uC-zmflmol7038g01bl 

BLASTX 

g4115922 

237 

9.0e-20 

148 

37 

(AF118222) contains similarity to ubiquitin 
carboxyl-terminal hydrolase family 2 (Pf am: PF00443, 
score=48.3, E-3.5e-13, N=2) and (Pf am: PF00442 , Score=40.0 
E=5.2e-08, N=l) [Arabidopsis thaliana] 

282460 

126095^1. RlOll 
gct701180513.hl 

282461 

126113_1.R1011 
uC-zmflmol7038h08bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



282462 

126148_1.R1011 

nbm700468133.hl 

BLASTX 

g3643611 

832 

2.0e-89 



39382 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 
Method 



174 
84 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
282463 

126162_1.R1011 
xsy700212371.hl 

282464 

126166_1,R1011 

uC-zmflmol7039e09bl 

BLASTX 

g2335097 

715 

l.Oe-75 

261 

14 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

282465 

126187^1. RlOll 
uC-zmflmol7039gl0bl 

282466 

126195_1.R1011 
uC-zmflmol7039h07bl 

282467 

126202_1.R1011 

uC-zmflmol7040a03bl 

BLASTX 

gl402916 

451 

l.Oe-44 

218 
49 

(X98319) peroxidase [Arabidopsis thaliana] 
>gi_1429217_emb_C7^A67311_ (X98775) peroxidase ATP12a 
[Arabidopsis thaliana] 

282468 

126211_1.R1011 
uC-zmflmol7 040al2bl 

282469 

126232_1.R1011 
uC-zmflmol7040c09bl 

282470 

126245_1.R1011 
ymt700224632.hl 

282471 

126247_1.R1011 

uC - zmf Imo 17040e02bl 

BLASTX 



39383 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq» No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



g2462760 
247 

l.Oe-20 

173 

38 

(AC002292) 



Hypothetical protein [Arabidopsis thaliana] 



282472 

126267_1.R1011 

cy]c700049240.fl 

BLASTX 

gl314711 

810 

l.Oe-86 

227 

72 

(U5 4 615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 

282473 

126273_1.R1011 

uC-zmflb73272f07bl 

BLASTX 

g2190576 

168 

l.Oe-11 

134 
36 

(U75363) putative 2-hydroxycyclohexanecarboxyl-CoA 
dehyrogenase [Rhodopseudomonas palustris] 

282474 

126275_1.R1011 
uC-zmflmol7040h01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282475 

126313_1.R1011 

uC-zmflmol7129g08bl 

BLASTX 

g465008 

878 

8.0e-95 

203 
79 

UREASE (UREA AMIDOHYDROLASE) >gi_418642_pir_ 
(EC 3.5.1.5) - jack bean 

282476 

126316__1.R1011 
uC-zmflmol7341el2al 



URJB urease 



Seq. No. 
Contig ID 
5 '-most EST 



282477 

126319_1.R1011 
uC-zmflmol7041cllbl 



Seq. No. 



282478 



39384 



Contig ID 


126321 l.RlOll 


5 '-most EST 


ymt700222542.hl 


Method 


BLASTX 


NCBI GI 


good / OOO 


BLAST score 


269 


E value 


2.0e-23 


Match length 


177 


% identity 


36 


NCBI Description 


(AC004481) unknown protein [Arabidopsis thaliana] 


Seq. No, 


282479 


Contig ID 


izb4iy i.KlUll 


5 '-most EST 


ceu700429626,hl 


Seq. No. 


282480 


Contig ID 


126430 l.RlOll 


5 '-most EST 


qmh700029643.fl 


Seq. No. 


282481 


Contig ID 


126456 l.RlOll 


5 '-most EST 


uC-zmflmol7042h08bl 


Method 


BLASTX 


NCBI GI 


g3063447 


BLAST score 


264 


E value 


7,0e-23 


Match length 


165 


% identity 


8 

(AC003981) F22013.9 [Arabidopsis thaliana] 


NCBI Description 


Seq. No. 


282482 


Contig ID 


126475 l.RlOll 


5 '-most EST 


uC-zmflmol7043cllal 


Seq. No. 


282483 


Contig ID 


126500 l.RlOll 


5 '-most EST 


uC-zmflmol7043g02bl 


Method 


BLASTX 


NCBI GI 


g416873 


BLAST score 


380 


E value 


2.0e-36 


Match length 


132 


% identity 


56 


NCBI Description 


3-HYDROXYISOBUTYRATE DEHYDROGENASE PRECURSOR (HIBADH) 



>gi 111295_pir ^A32867 3-hydroxyisobutyrate dehydrogenase 

(EC~1. 1.1.31) precursor - rat (fragment) >gi_55638 9 
(J04628) 3-hydroxyisobutyrate dehydrogenase [Rattus 
norvegicus] 

282484 

126504_1.R1011 

uwc700154837.hl 

BLASTX 

g2558664 

147 

4.0e-09 

50 
54 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



39385 



NCBI Description {AC002354) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282485 

126522_1.R1011 

uC-zmf lmol7 0 4 4 aO 9bl 

BLASTX 

g2618691 

342 

6.0e-32 

179 
42 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 





282486 




Contig ID 


126526 l.RlOll 




5 '-most EST 


uC-zmflb7 3095a08al 




Method 


BLASTX 




IN ^ D -L O -L 


gl707642 




RT.AST score 


280 




TT 1 UP 

t—t V -J- KJL \^ 


9. Oe-25 




Match length 


59 




i dpntitv 


90 


sativa] 


KIPRT Dp'^rri'Dt ion 


(Y07748) TMK [Oryza 


Sea No. 


282487 




Contig ID 


126526 2.R1011 




5 '-most EST 


kem700611212.hl 




O t; • LN • 


282488 




fnni- in TO 


126540 l.RlOll 






uC-zmflmol7201gl2bl 




Seq. No. 


282489 




Contia ID 


126541 l.RlOll 




S » -most EST 


uC-zmflmol7044c04bl 




Seq. No. 


282490 




Contig ID 


126561 l.RlOll 




5 '-most EST 


uC-zmflmol7 044dl2bl 




Method 


BLASTX 




NCBI GI 


g4454480 




BLAST score 


284 




E value 


5. Oe-25 




Match length 


127 




% identity 


41 


(1-4)-!: 


NCBI Description 


{AC006234) putative 


[Arabidopsis thaliana] 


Seq. No. 


282491 




Contig ID 


126562 l.RlOll 




5 '-most EST 


uC-zmflmol7 312d02bl 




Method 


BLASTX 




NCBI GI 


g3355473 




BLAST score 


199 




E value 


7.0e-15 




Match length 


237 





39386 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31 

(AC004218) 



hypothetical protein [Arabidopsis thaliana] 



282492 

126565_1.R1011 

uC- zmf Imo 1 7 1 5 6g0 6bl 



282493 

126583__1.R1011 

tfd700572341.hl 

BLASTX 

g3298474 

950 

l.Oe-103 

192 

97 

(AB012765) ovpl 



[Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



282494 

126583_2.R1011 

ymt700220713.hl 

BLASTX 

g3298474 

416 

6.0e-41 

81 
98 

(AB012765) ovpl [Oryza sativa] 
282495 

126596_1.R1011 

uC-zmflb73258e02b3 

BLASTX 

gl33443 

1050 

l,0e-115 

241 

88 

DNA-DIRECTED RNA POLYMERASE BETA" CHAIN 

>gi_66987_pir RNZMB2 DNA-directed RNA polymerase (EC 

2.7.7.6) beta '-2 chain - maize chloroplast 
>gi_12482_emb_CAA35197_ (X17318) RNA polymerase beta-2 
subunit (AA 1-1527) [Zea mays] >gi_902214_emb_CAA60278_ 
{X86563) RNA polymerase beta' subunit-2 [Zea mays] 

282496 

126603_1.R1011 
fdz701164876.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



282497 

126604_1.R1011 

uC-zmflmol7 044hl0bl 

BLASTX 

g4530126 

370 

3.0e-35 
186 



39387 



# 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



44 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

282498 

126610_1.R1011 
uC-zmflmol7099g08bl 

282499 

126628_1.R1011 
uC-zmflmol704 5c03bl 



Seq. No. 
Contig ID 
5 '-most EST 



282500 

126631_1.R1011 
nbm700466983,hl 



Seq. No. 
Contig ID 
5 '-most EST 



282501 

126638_2.R1011 
ceu700422144,hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



282502 

126649_1.R1011 
gct701168479.hl 

282503 

126667_1.R1011 
uC-zmflmol7 04 5f09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282504 

126689_1.R1011 

ymt700219714.hl 

BLASTX 

g4415933 

426 

9,0e-42 

220 
40 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282505 

126693_1.R1011 
clt700044581,fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282506 

126701_1.R1011 

uC-zmflmol7046b08bl 

BLASTX 

gl931640 

367 

6.0e-35 

111 

62 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 



39388 



Seq. No. 
Contig ID 
5 '-most EST 



thaliana] 
282507 

126706_1.R1011 
uC-zmflb73148c09al 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282508 

126713_1.R1011 

uC-zmflmol704 6c08bl 

BLASTX 

g2335106 

169 

9.0e-12 

86 
41 

{AC002339) 
thaliana] 



salt inducible protein-like [Arabidopsis 



282509 

126720_1.R1011 
uC-zmflmol704 6d03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282510 

126740^1. RICH 

dyk700105315.hl 

BLASTX 

g3953595 

325 

9.0e-30 

138 
53 

(AB008486) response regulator 3 



[Arabidopsis thaliana] 



282511 

126750_1,R1011 

uC-zmflb73163f05b2 

BLASTX 

gl684913 

613 

3.0e-66 

282 

50 

{U77888) receptor-like protein kinase [Ipomoea nil] 
282512 

126752_1.R1011 
uC-zmflmol704 6fl2bl 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



282513 

126755_1.R1011 

uC- zmf Imo 17046g03bl 

282514 

126782_1.R1011 
uC-zmroteosinte016f Olbl 
BLASTX 
g4508069 



39389 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



315 

l,0e-28 

77 

77 

(AC005882) 12246 [Arabidopsis thaliana] 
282515 

126826_1.R1011 

uC - zmf Imo 17048e07bl 

BLASTX 

g4006851 

217 

9.0e-20 

114 

44 

(Z99707) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 
5^ -most EST 



282516 

126834_1.R1011 
uC-zmflb73163a01b2 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



282517 

126834_2.R1011 
uC-zmflmol7057a04bl 



282518 

126836__1.R1011 

wyr700240862.hl 

BLASTX 

g2809251 

454 

l.Oe-90 

292 
55 

(AC002560) F21B7, 



20 [Arabidopsis thaliana] 



282519 

126846_1.R1011 

wty700163848.hl 

BLASTX 

gl495366 

161 

4.0e-ll 

42 
67 

(Z69370) nitrite transporter [Cucumis sativus] 
282520 

126861_1.R1011 
uC-zmflmol7050a04b2 

282521 

126868_1.R1011 
uC-zmflmol7 050allb2 
BLASTX 
g3413700 



39390 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



797 

2.0e-85 

191 

82 

(AC004747) putative YMEl protein [Arabidopsis thaliana] 



282522 

126916_1.R1011 

uC-zmf lmol7 17 6g04bl 

BLASTX 

g3805846 

181 

3.0e-13 

38 
92 

{AL031986) DNA-directed RNA polymerase 
largest chain [Arabidopsis thaliana] 



(EC 2.7.7.6) II 



Seq. No. 

Contig ID 
5^ -most EST 



282523 

126921_1,R1011 
uC-zmflmol7050g01b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282524 

126939_1.R1011 

uC-zmflmol7051a02bl 

BLASTX 

g2385410 

283 

5.0e-25 

185 
30 

(AB001372) TFIID subunit taf72p [Schizosaccharomyces pombe] 
>gi_3859081_emb_C7y^21958_ (AL033406) tfiid subunit taf72p. 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



282525 

126949_1.R1011 
uC-zmflmol7051b01bl 



Seq. No. 
Contig ID 
5 '-most EST 



282526 

126949_2.R1011 
uC-zmflb73248h01b3 



Seq. No. 
Contig ID 
5 '-most EST 



282527 

126955_1.R1011 
uC-zmflmol7051b08bl 



Seq. No. 
Contig ID 
5 '-most EST 



282528 

126976_1.R1011 
uC-zmflmol7238bl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



282529 

126994_1.R1011 
uC-zmflmol7051ellbl 



Seq. No. 
Contig ID 



282530 

127000 l.RlOll 



39391 



5 '-most EST 



wtY700162924.hl 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282531 

127005_1.R1011 

nbm700475682.hl 

BLASTX 

g4335722 

200 

5.0e-17 

126 

44 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
282532 

127006_1.R1011 

uC-zmflmol7051fl2bl 

BLASTX 

g4522009 

212 

8.0e-17 

89 
52 

(AC007069) unknown protein [Arabidopsis thaliana] 
282533 

127016_1.R1011 
uC-zmflmol7051gl0bl 

282534 

127028_1.R1011 

uC-zmflmol7051hl2bl 

BLASTX 

g2924509 

198 

3.0e-32 

123 

59 

{AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282535 

127032_1.R1011 
uC-zmflmol7052a07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282536 

127037_1.R1011 

ltv700479654.hl 

BLASTX 

g3242705 

469 

l.Oe-48 
137 

78 

{AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 



282537 



39392 



# 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



127068_1.R1011 
fwa700098323.hl 

282538 

127086_1,R1011 

ypc700800345.hl 

BLASTX 

g2914700 

238 

4.0e-20 

67 
76 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

282539 

127092_1,R1011 
uC-2mflmol7052g04bl 

282540 

127108_1.R1011 

uC-2mflmol7052h08bl 

BLASTX 

gl297187 

153 

3.0e-23 

115 

56 

(U53501) similar to protein encoded by GenBank Accession 
Number U41815, nucleoporin 98 [Arabidopsis thaliana] 

282541 

127114_1.R1011 
ceu700423988.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



282542 

127136_1.R1011 
uC-2mflmol7 053c06bl 

282543 

127145_1.R1011 
fwa700098005.hl 

282544 

127170_1.R1011 
uC-zmflmol7215b09bl 

282545 

127174_1.R1011 
uC-2mflmol7258b03bl 

282546 

127175_1.R1011 
uC-2mflmol7053g09al 

282547 

127176 l.RlOll 



39393 



5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-2mflmol7053g04bl 

BLASTX 

g4115937 

339 

l.Oe-31 

125 
56 

(AF118223) contains similarity to human PCFllp homolog 
(GB:AF046935) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282548 

127184_1.R1011 
uC-2mflmol7053gl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



282549 

127209_1.R1011 
uC-zmflmol7054b05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282550 

127214_1.R1011 

ymt700219868.hl 

BLASTX 

g627469 

210 

3.0e-16 

256 
12 

hypothetical protein 2 



- human (fragment) 



Seq. No. 
Contig ID 
5 '-most EST 



282551 

127249_1.R1011 
uC-2mflmol7054el2bl 



Seq. No. 
Contig ID 
5 '-most EST 



282552 

127282_1.R1011 
uC-2mflmol7055a02bl 



Seq. No. 

Contig ID 
5 '-most EST 



282553 

127291_1.R1011 
uC-2mflmol7055allbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282554 

127292_1.R1011 

uC-zmflmol7055bllbl 

BLASTN 

gl68462 

88 

l.Oe-41 

193 
87 

Zea mays defective suppressor-mutator from the 
brittle-l-mutable allele 



Seq. No. 
Contig ID 
5 '-most EST 



282555 

127298_1.R1011 
cjh700195654.hl 



39394 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282556 

127298_2.R1011 
uC-zmflmol7036b09al 

282557 

127301__1.R1011 
uC-zmflmol7055bl0bl 

282558 

127321_1.R1011 

pmx700086232.hl 

BLASTX 

g3882183 

201 

2.0e-15 

105 
40 

{AB018274) KIAA0731 protein [Homo sapiens] 
282559 

127325_1.R1011 
uC-zmflmol7055dl2bl 

282560 

127344_1.R1011 
afb700381948.hl 

282561 

127385_1.R1011 

uC-zmflmol7057bllbl 

BLASTX 

g4455293 

227 

2.0e-18 

56 

79 

(AL035528) putative protein [Arabidopsis thaliana] 
282562 

127390_1.R1011 
uC-2mflmol72 61c04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282563 

127426_1.R1011 
uC-zmflmol7222e02bl 

282564 

127437_1.R1011 

uC-zmflmol7057g06bl 

BLASTX 

g3892057 

471 

4.0e-47 

169 
55 

(AC002330) hypothetical protein [Arabidopsis thaliana] 



39395 



Seq. No. 282565 

Contig ID 127 4 99_1 . RlOll 

5^-raost EST pinx700084 995 .hi 

Method BLASTX 

NCBI GI g4512703 

BLAST score 419 

E value 7.0e-41 

Match length 247 

% identity 40 

NCBI Description {AC006569) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282566 

127505_1. RlOll 
nbm700467061.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282567 

127512_1. RlOll 
uC-zmflmol7 058fllal 



Seq. No. 
Contig ID 
5 '-most EST 



282568 

127544_1. RlOll 
uC-zmflmol7 05 9a08bl 



Seq. No. 
Contig ID 
5 '-most EST 



282569 

127545_1. RlOll 
uC-zmflmol7 059a09bl 



Seq. No. 

Contig ID 
5 '-most EST 



282570 

127548_1. RlOll 
uC-zmflmol705 9al2bl 



Seq. No. 
Contig ID 
5 '-most EST 



282571 

127573_1. RlOll 
uC-zmflb73063f07al 



Seq. No. 
Contig ID 
5 '-most EST 



282572 

127575_1. RlOll 

uC- zmf Imo 1 7 0 5 9 dO 5bl 



Seq. No. 

Contig ID 
5 '-most EST 



282573 

127584_1. RlOll 
uC-zmflmol705 9e02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282574 

127592_1. RlOll 

uC-zmflmol7222g08bl 

BLASTX 

g4006894 

294 

4.0e-26 

83 

69 

[Z99708) homeodomain protein [Arabidopsis thaliana] 



Seq. No. 282575 

Contig ID 127 605_1 . RlOll 

5 '-most EST uC-zmf lmol7344cllbl 



39396 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



282576 

127617_1.R1011 
gct701172828.h2 

282577 

127626_1.R1011 
uC-zmflmol7190h07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282578 

127670_1.R1011 

uwc700151622.hl 

BLASTX 

g2252830 

358 

l.Oe-33 

130 

55 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

282579 

127675_1.R1011 
uC"zmflmol7060e05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



282580 

127682_1.R1011 

uC-zmflmol7060el2bl 

BLASTX 

g3912929 

496 

4.0e-50 

140 

59 

(AF001308) predicted protein of unknown function 
[Arabidopsis thaliana] 

282581 

127699_1.R1011 

xsy700210017.hl 

BLASTX 

gl546694 

259 

3.0e-22 

85 

64 

(X98806) peroxidase ATP20a [Arabidopsis thaliana] 
282582 

127722_1.R1011 
uC-zmflmol7061a07bl 

282583 

127769_1.R1011 
uC-zmflmol7061el0bl 



Seq. No. 



282584 



39397 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127771_2.R1011 
uC-zmflb73157a01al 

282585 

127797_1.R1011 

uC-zmflb73185h04al 

BLASTX 

g3123161 

201 

3.0e-15 

208 
2 8 

HYPOTHETICAL 77.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
F35G12.4 IN CHROMOSOME III >gi_387 6723_emb__CAA8 6335__ 
(Z46242) similar to beta-transducin; cDNA EST EMBL:Z14703 
comes from this gene; cDNA EST EMBL:D67532 comes from this 
gene; cDNA EST EMBL:D69055 comes from this gene; cDNA EST 
EMBL:D64515 comes from this gene; cDNA EST EMBL:D655 

282586 

127799_1.R1011 

uC-zmroteosinte0 63h06bl 

BLASTX 

g2497818 

398 

5.0e-48 

160 

62 

DNA REPLICATION LICENSING FACTOR MCM2 (X.MCM2) 
>gi 2134113 pir JC5085 minichromosome maintenance protein 
2 -~African~clawed frog >gi_1753193_db j_BAA09948_ (D63919) 
xMCM2 [Xenopus laevis] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282587 

127804_1.R1011 

hbs701186260.hl 

BLASTX 

g3395428 

154 

8.0e-10 

62 
55 

(AC004683) unknown protein [Arabidopsis thaliana] 
282588 

127913_1.R1011 

uC-zmflmol7066c02bl 

BLASTX 

g3702327 

150 

l.Oe-09 

83 
42 

{AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



282589 

127914 l.RlOll 



39398 



5 '-most EST 



uC-zmflmol7066c04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282590 

127922_1.R1011 

uC-zmflmol7 066d04bl 

BLASTX 

g729094 

237 

8,0e-20 

124 

40 

CCAAT DISPLACEMENT PROTEIN (COP) >gi_300300_bbs__131514 
CCAAT displacement protein, CDP [human, Peptide^ 1505 aa] 



Seq. No. 
Contig ID 
5 '-most EST 



282591 

127925__1.R1011 
uC-zmflmol7344a01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282592 

127926_1.R1011 

uC-zmflmol7066d07bl 

BLASTX 

g4115920 

347 

l.Oe-32 

132 

51 

(AF118222) similar to the subtilase family of serine 
proteases (Pfam: PF00082, score; 45.8, E-l.le-11, n=2) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282593 

127935_1.R1011 

uC-zmflmol7 066e05bl 

BLASTN 

g22118 

40 

l.Oe-12 

68 
90 

Z.mays DNA for Adhl-Cm allele 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282594 

127936_1.R1011 

uC-zmflmol7066e06bl 

BLASTX 

gl857447 

225 

2.0e-18 

117 

46 

(U82367) UDP-glucose glucosyltransf erase [Sclanum 
tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



282595 

127990_1.R1011 
ntr700075885.hl 



39399 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282596 

128056__1.R1011 
uC-zmflmol7068a01b2 

282597 

128061_1.R1011 
uC-zmflmol7068a06b2 

282598 

128082_1.R1011 

uC-zmflmol7068c06b2 

BLASTX 

g4006926 

560 

2,0e-57 

222 

55 

(Z99708) putative protein (fragment) 
282599 

128086_1.R1011 
uC-zmflmol7068cl0b2 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282600 

128179_1.R1011 
uC-zmflmol7069e01bl 

282601 

128191_1.R1011 
uC- zmf lb7 322 3e0 6b2 

282602 

128249__1.R1011 

uC-zmflmol7070c09bl 

BLASTN 

g902200 

700 

0. Oe+00 
8 92 
94 

Z.mays complete chloropiast genome 
282603 

128268_1.R1011 
uC-zmflmol7 070e06bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



282604 

128270_1.R1011 
uC-zmflmol7070e08bl 

282605 

128280_1.R1011 
uC-zmflmol7 070f06bl 



Seq. No. 

Contig ID 



282606 

128319 l.RlOll 



39400 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7071b02bl 

BLASTX 

g3355480 

166 

2.08-11 

68 
43 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282607 

128319_2.R1011 
xsy700208719.hl 



Seq. No, 
Contig ID 
5 '-most EST 



282608 

128320_1.R1011 
clt700042840.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282609 

128333_1.R1011 

uC-zmflmol7071c05bl 

BLASTX 

gl418331 

508 

l.Oe-51 
127 
74 

(X95909) 
thaliana] 



receptor like protein kinase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



282610 

128350_1.R1011 
uC-zmflmol7071dllbl 



Seq. No. 
Contig ID 
5 '-most EST 



282611 

128367_1.R1011 
uC-zmflmol7071f06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282612 

128368_1.R1011 

uC-zmflmol7071f07bl 

BLASTX 

g3135493 

221 

6.0e-18 

110 
45 

(AF060248) unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282613 

128371_1.R1011 
wty700172794.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282614 

128393_2,R1011 
pmx700090936.hl 



39401 



Seq. No. 
Contig ID 
5 '-most EST 



282615 

128467_1.R1011 
uwc700155645,hl 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282616 

128472_1.R1011 
uC-zmflmol7163al0bl 

282617 

128473_1.R1011 

uC-zmflmol7301e03bl 

BLASTX 

g2352492 

547 

4.0e-56 

155 

65 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 {AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

282618 

128498_1.R1011 

uC- zmf lmol7 07 3d0 9bl 

282619 

128500_1.R1011 
uC-zmflmol7073dllbl 

282620 

128501_1.R1011 

xjt700093807.hl 

BLASTX 

g4468817 

244 

l.Oe-20 

93 
53 

(AL035601) putative protein [Arabidopsis thaliana] 
282621 

128510_1.R1011 

uC-zmflmol7073el2bl 

BLASTX 

g2781347 

402 

3.0e-39 

109 

70 

(AC003113) F2401.3 [Arabidopsis thaliana] 
282622 

128516_1.R1011 

uC-zmflmol7161bl2bl 

BLASTX 

g4455198 

440 



39402 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-43 

113 

77 

(AL035440) putative protein [Arabidopsis thaliana] 
282623 

128530__1.R1011 

uC-zmflmol707 3g08bl 

BLASTX 

g4490302 

142 

8.0e-09 

84 

43 

{AL035678) Tic22-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282624 

128534_1.R1011 
uC-zmflmol7 073gl2bl 

282625 

128537_1.R1011 

fC-zmle700432990r3 

BLASTX 

g3980406 

211 

6.0e-20 

77 
64 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 

282626 

128557_1.R1011 

uC-zmflmol7074b08bl 

BLASTX 

g3292817 

331 

8.0e-31 

78 

78 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
282627 

128560_1.R1011 
uC-zmflmol707 6c04bl 



Seq. No. 
Contig ID 
5 '-most EST 



282628 

128562__1.R1011 
uC-zmflmol7074c02bl 



Seq. No, 

Contig ID 
5 '-most EST 



282629 

128562_2.R1011 
cat700017756.rl 



Seq. No. 
Contig ID 



282630 

128566 l.RlOll 



39403 



CI 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rvl700456433.hl 

BLASTN 

g4007864 

47 

3.0e-17 

47 

100 

Zea mays HRGP gene, AC1503 line 



Seq. No. 

Contig ID 
5 '-most EST 



282631 

128566_2.R1011 
hvj700622887.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282632 

128572_1.R1011 

uC- zmf Imol 7074d02bl 



Seq. No. 

Contig ID 
5 '-most EST 



282633 

128578_1.R1011 

uC- zmf lmol7 0 7 4 dO 9bl 



Seq. No. 

Contig ID 
5 '-most EST 



282634 

12863G_1.R1011 
uC-zmflmol7 075a08b2 



Seq. No. 
Contig ID 
5 '-most EST 



282635 

128640_1.R1011 
uC-zmflmol7 075c03b2 



Seq. No. 

Contig ID 
5 '-most EST 



282636 

128647_1.R1011 
uC-zmflmol7075d04b2 



Seq. No. 
Contig ID 
5 '-most EST 



282637 

128657_1.R1011 
uC-zmflmol7 075e07b2 



Seq. No. 
Contig ID 
5 '-most EST 



282638 

128705_2.R1011 
uC-zmflb73244fllb2 



Seq. No. 
Contig ID 
5 '-most EST 



282639 

128710_1.R1011 
xmt700267464.hl 



Seq. No. 

Contig ID 
5 '-most EST 



282640 

128715_1.R1011 
uC-zmflmol7 07 6bllbl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



282641 

128731_1.R1011 

uC-zmflmol7248c06al 

BLASTX 

g2982455 

157 

2.0e-10 

33 



39404 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AL022223) putative uracil phosphoribosyl transferase 
[Arabidopsis thaliana] 

282642 

128732_1.R1011 
uC-zmflmol707 6d08bl 

282643 

128732_2.R1011 

uC-zmroteosinte099f02b2 

BLASTX 

g2499987 

151 

l.Oe-09 

82 
38 

PEPTIDYL-TRNA HYDROLASE (PTH) >gi_187 00 14_emb_CAB068 65_ 
(Z92539) pth [Mycobacterium tuberculosis] 

282644 

128757_1.R1011 

xsy700210533.hl 

BLASTX 

g3643085 

321 

5.0e-30 

95 

68 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

282645 

128762_1.R1011 
fC-zmle700427768f2 

282646 

128763_1.R1011 
uC-zmflmol707 6gG8bl 

282647 

128767_1.R1011 
uC-zmflmol707 6h02bl 

282648 

128793_1.R1011 
uC-zmflb73219el2b2 

282649 

128811_1.R1011 

pmx700083068.hl 

BLASTX 

g4314370 

231 

6.0e-19 

87 
59 



39405 






NLbi uescnprion 


^/icuuoo4Uj nypoLneticaj. prorexn L/iraDiuopsis unaiianaj 




Seq. No. 


282650 




Contig ID 


128811_2.R1011 




D -most EbT 


rvl / U(J4o / /oU. nl 




Seq. No. 


282651 




Contig ID 


128818_1.R1011 




D — luosr. ttO L 


uyK / Uvjiuoooo .ni 




O ^ /-V "NT /-V 

beq. JNio. 


0 Q 0 




Contig ID 


lZooZ4 i.KiUll 




0 -most hjoi 


uc— zmrimol /u / /ruiDi 




Seq. No. 


o o o c c o 




Contig ID 


TOOOO'7 T ■Dirit'l 

izooz / 1 , RiUii 




0 -most hio i 


get /Uiib /zo / .nl 




Method. 


nJ_i/ib i A 




NCBI GI 


g2979549 




BLAST score 


287 




E value 


o . ue z y 




Match length 


lyi 




% identity 


42 




NCBI Description 


(AC003680) putative 7-ethoxycoumarin 0-deethylase 






[Arabidopsis thaliana] 


irn 


Seq. No. 


282654 




Contig ID 


128828_1 . RlOll 




rr F ^ 1 -1—) o m 

5 -most EST 


uC-2mf lmol707 7f Oobl 




Seq. No. 


282655 




contig lU 


IzooJd l.KlUll 




0 -most hb X 


uc-zmrimoi / u / / gu boi 


O 


Method 


BLASTX 




NCBI GI 


g4138647 




bi>/ibi score 


411 




E value 


5 . Oe-40 




Match length 


150 




% identity 


53 




jmldI Description 


(AJUiiyoy) peroxidase [iriioiiuiri repensj 




Seq. No. 


282656 




Contig ID 


128844_1. RlOll 




o -most hbl 


uc-zmrimol /U / /nuzDi 




Seq. No. 


282657 




Contig ID 


128845^1. RlOll 




o -most EbT 


uC-zmrlmol /u / /nOJDl 




Seq. No. 


o o o /" r" o 

282658 




Contig ID 


128859 1. RlOll 




5 '-most EST 


uC-2mflmol707 8a09bl 




Seq. No. 


282659 




Contig ID 


128897 1. RlOll 




5 ' -most EST 


rvt700549369.hl 




Method 


BLASTX 



39406 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



g4467123 
178 

9.0e-13 

187 
24 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
282660 

128902_1.R1011 
uC-zmflmol7 078e06bl 



Seq. No, 

Contig ID 
5 '-most EST 



282661 

128902_2.R1011 
nbm700471071.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



282662 

128958_1,R1011 

uC-zmflmol7079c02bl 

BLASTX 

gl652280 

252 

2.0e-21 

154 

38 

(D90904) ribonuclease II [Synechocystis sp.] 
282663 

129008_1.R1011 

wyr700241247.hl 

BLASTX 

g3540182 

207 

6.0e-16 

160 

28 

(AC004122) Unknown protein [Arabidopsis thaliana] 
282664 

129012_1.R1011 

uC-zmflmol7095a05b3 

BLASTX 

gl532171 

287 

6.0e-26 

95 

57 

(U63815) AT, I. 24-9 gene product [Arabidopsis thaliana] 
282665 

129016_1.R1011 
uC-zmflmol7095a08b2 

282666 

129022_1.R1011 
uC-zmflmol7118a01bl 



Seq. No. 



282667 



39407 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129039_1.R1011 
qmh700027653.fl 

282668 

129040_1.R1011 
uC-zmflmol7 0 95cl0b3 

282669 

129044_1.R1011 
uC-zmflmol7118c01bl 

282670 

129047_1.R1011 
uC-zmflmol7095d07b2 

282671 

129060_1.R1011 

uC-zmflmol7095e08b2 

BLASTX 

g2245120 

479 

3.0e-53 

140 
71 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
282672 

129066__1.R1011 
uC-zmflmol7238d06bl 

282673 

129102_1.R1011 
uC-zmflmol7097a04bl 



282674 

129107_1.R1011 

uC-zmflmol7097a09bl 

BLASTX 

g2108252 

591 

2.0e-61 

143 

42 

(Y10228) P-glycoprotein-2 [Arabidopsis thalxana] 
>gi 2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4 538925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thalxana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



282675 

129125_1.R1011 
uC-zmflmol7097c04bl 

282676 

129137_1.R1011 

uC- zmf Imo 1 7 0 97 dO 6bl 

BLASTX 

g505100 



39408 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



176 

3.0e-12 

142 
33 

(D31886) KIAA0066 [Homo sapiens] 
282677 

129170_1.R1011 
uC-zmflmol7097g04bl 

282678 

129176_1.R1011 
ntr700077239.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282679 

129183_1.R1011 
uC-zmflmol7097h06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282680 

129187_1.R1011 

uC-zmflmol7097hllbl 

BLASTX 

g2648032 

497 

3.0e-50 

133 

74 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 
282681 

129196_1,R1011 
uC-zmflmol7099b07bl 



Seq. No, 
Contig ID 
5 '-most EST 



282682 

129237_1.R1011 
uC-zmflmol7099e05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282683 

129265_1.R1011 

uC-zmflmol7099h02bl 

BLASTX 

g3540184 

516 

2-0e-52 

147 

65 

(AC004122) Similar to endoxylanases [Arabidopsis thaliana] 
282684 

129275_2.R1011 
ceu700426017.hl 



Seq. No. 

Contig ID 
5 '-most EST 



282685 

129295_1.R1011 
vqh700053142.rl 



Seq. No. 



282686 



39409 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129313_1.R1011 

uC-zmflmol7340f05bl 

BLASTX 

g3292821 

170 

2.0e-ll 

140 

36 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282687 

129337^1. RICH 
uC-zmflinol7309a04bl 



Seq. No. 
Contig ID 
5 '-most EST 



282688 

129347^1. RlOll 
uC-zinflinol7100gl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



282689 

129349_1.R1011 
uC-zmflmol7100gl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



282690 

129359_1.R1011 
xmt700264190.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282691 

129364_1.R1011 

uC-zmflmol7101a04bl 

BLASTX 

g2134979 

179 

6.0e-13 

148 

34 

damage-specific DNA binding protein 2 



- human 



Seq. No. 

Contig ID 
5 '-most EST 



282692 

129370_1.R1011 
uC-zmflmol7101al0bl 



Seq. No. 
Contig ID 
5 '-most EST 



282693 

129379_1.R1011 
uC~zmflmol7101b07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282694 

129388_1.R1011 

mwy700439129.hl 

BLASTX 

gl707032 

351 

6.0e-34 

193 

40 

(U80445) coded for by C. elegans cDNA ykl3g5.3; coded for 
by C. elegans cDNA yk21g6.3/ coded for by C. elegans cDNA 
CEMSE18F; coded for by C. elegans cDNA ykl26bl.3; coded for 



39410 



by C. elegans cDNA yk65h8.3; coded for by C. elegans cDNA 
yk65h8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282695 

129390_1.R1011 

ypc700807174.hl 

BLASTX 

g2914700 

436 

l.Oe-67 

235 

65 

{AC00397 4) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

282696 

129421_1.R1011 

uC-zmflmol7101f04bl 

BLASTX 

g2224897 

245 

l.Oe-20 

77 

56 . . 

{U67132) DNA-binding protein PcMYBl [Petroselmum crispum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282697 

129433_1.R1011 
uC-zmflmol7101g06bl 

282698 

129439_1.R1011 
wyr700240574.hl 

282699 

129442_1.R1011 

uC-zmflmol7156a09bl 

BLASTX 

gl408460 

300 

4.0e-27 

75 

81 

(U40161) type 2A protein serine/threonine phosphatase 55 
kDa B regulatory subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282700 

129455_1.R1011 

uC-zmflmol7103a04bl 

BLASTX 

g4490323 

392 

6.0e-38 

141 

59 

(AJ1314 64) nitrate transporter [Arabidopsis thaliana] 



39411 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282701 

129458_1.R1011 

uC-zniflmol7116h03bl 

BLASTX 

g3033401 

997 

l.Oe-108 

281 

67 

(AC004238) putative potassium transporter [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



282702 

129535_1.R1011 
uC-zmflmol7192a07bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282703 

129551_1.R1011 

dyk700102667.hl 

BLASTX 

g3445397 

515 

2.0e-52 

116 

85 

{AJ010166) S-domain receptor-like protein kinase [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



282704 

129568_1.R1011 
uC-zmflmol7105a05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282705 

129570_1.R1011 

clt700041759.fl 

BLASTX 

gl806140 

344 

2.0e-32 

117 

58 

(X97314) cdc2MsC [Medicago sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



282706 

129577_1,R1011 
cat700017474.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282707 

129597_1.R1011 

uC-zmflmol7105d07bl 

BLASTX 

g3980380 

333 

4.0e-31 

127 
54 

(AC004561) putative enolase [Arabidopsis thaliana] 
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# 



bsq. NO, 


Z OZ / UO 




i?Qfin4 1 Rinii 

±£._?uut X. rs.x \j ± J. 


D IuOSL EjOI 




Method 


BLASTX 


NCBI GI 


g4544451 




J ^ 


E value 


Z • Uc O 0 


Match length 


140 


% identity 


73 


K7/~^X3X o V "1 1^ "H T /^T^ 
LMV^ox L/fcifa X^-'L-L Oil 


^ jTlL^C U D J ^ LiiiJviiUWll 


C W n 

becj. iNO* 


0 Q Pi Q 

Zoz / u y 


oonrig lu 


1 O Q t;*! A 1 "D 1 01 1 


3 "IIIOSL HjO i 


u(<^ zmixmoi / xuoxuzdx 


beq. NO. 


Zoz A xU 


uontly xu 


1 9 Q(^99 1 R1 ni 1 
XZl^OZZ X.JaXUXX 


0 lUOSTZ. HiO 1 


u*^ ziurxmoi / xuoguoDx 


Method 


BLASTX 


NCBI GI 


g3075389 


Dijii.D i oCOxe 


1 Pd 

X 0 ^ 


E value 


z . ue— 1 o 


Match length 


88 


% identity 


52 


NCBI Description 


viiLUU44cS4) nypotnet 


Seq. No. 


282711 


Contig ID 


129626_1,R1011 


D -ItlOSC CjO X 


uc^— zmrxmol /njc>nuzDi 


Seq, No. 


282712 


Contig ID 


129627_1,R1011 


o -most ho 1 


ceu/uu4Joyi / , nz 


Seq, No. 


282713 


Contig ID 


129628^1. RlOll 


o —most, hib 1 


wty /UUio /4DD.ni 


Seq. No. 


282714 


Contig ID 


129645_1.R1011 


o mosu iiioi 


cai^ / uuux / oD-/*j-x 


beq. NO, 


ZoZ (ID 


contig IJJ 


iZyD4o x.KlUlx 


0 — most tjoi 


uu-zmrxmox / iuojduzdx 


Seq. No. 


ZOZ / lb 


uonuig lu 


lOQ^Jori 1 Dinii 
xzyoyu i.kxuxi 


0 —most £jb i 


cyK /uuu4yooz.ri 




lDljr\iD i. A. 


NCBI GI 


g3540181 


BLAST score 


190 


E value 


3.0e-14 


Match length 


64 


% identity 


55 


NCBI Description 


(AC004122) Unknown 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



282717 

129690_2.R1011 
wyr700238343.hl 

282718 

129705_1.R1011 
zuv700356478.hl 

282719 

129765_1.R1011 
uC-zmflmol7109e07bl 

282720 

129775_1.R1011 

uC-zmflmol7109fllbl 

BLASTX 

g3367788 

221 

7.0e-18 

60 

67 

(AL031154) hypothetical protein 



[Schizosaccharomyces pombe] 



282721 

129778_1.R1011 

pmx700083785.hl 

BLASTX 

g2842424 

325 

3.0e-30 

120 

52 

(AJ223948) RNA helicase [Homo sapiens] 
282722 

129783_1,R1011 
uC-zmflmol7109g07bl 

282723 

129793_1.R1011 

pwr700450241.hl 

BLASTX 

gl871176 

197 

4.0e-15 

121 

40 

(U90439) unknown protein [Arabidopsis thaliana] 
282724 

129913_1.R1011 
uC-zmflmol7294hl0bl 

282725 

129915_1,R1011 
uC-zmflmol7201f07bl 
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Seq. No. 
Contig ID 
5 '-most EST 



282726 

129916_1*R1011 

uC- zmf lmol7 1 1 6d0 9bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



282727 

129924_1,R1011 

uC-zmflmol7116e06bl 

BLASTX 

g4455330 

209 

2.0e-16 

113 
40 

(AL035525) contains EST gb:T44002 [Arabidopsis thaliana] 
282728 

129939_1.R1011 
xjt700092846.hl 

282729 

129945_1,R1011 
xsy7a0210566.hl 

282730 

129946^1. RlOll 

uC- zmf lmol7 1 16g0 9bl 

282731 

129948_1.R1011 

uC~zmflmol7116h01bl 

BLASTX 

g3241944 

473 

l.Oe-49 

162 
60 

(AC004 625) DNA- (apurinic or apyrimidinic site) lyase, ARP 
[Arabidopsis thaliana] 

282732 

129980__1.R1011 
uC-zmflmol7242c01bl 



Seq. No. 

Contig ID 
5 '-most EST 



282733 

130004_1.R1011 
uC-zmflmol7122e05bl 



Seq. No. 

Contig ID 
5 '-most EST 



282734 

130010_1.R1011 
uC-zmflmol7117el0bl 



Seq, No. 

Contig ID 
5 '-most EST 



282735 

130017_1.R1011 
uC-zmflmol7117f04bl 



Seq. No. 

Contig ID 



282736 

130022 l.RlOll 



39415 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7117fllbl 

BLASTX 

g4206209 

773 

2.0e-99 

222 
81 

(AF071527) putative glucan synthase component 
thaliana] >gi 4263042_gb_AAD15311__ (AC005142) 



[Arabidopsis 
putative 



glucan synthase component [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282737 

130076_1.R1011 
uC-zmflmol7118cl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282738 

130078_1.R1011 

pmx700087363.hl 

BLASTX 

g4585884 

314 

l.Oe-28 

151 
45 

(AC005850) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282739 

130084_1.R1011 
uC-zmflmol7118d07bl 



Seq. No. 

Contig ID 
5 '-most EST 



282740 

130104__1.R1011 
xyt700346245.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282741 

130124_1.R1011 

uC- zmf Imo 17118h06bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282742 

130151_1.R1011 

uC-zmflmol7122bl0bl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
282743 

130155_1.R1011 
nwy700446744.hl 



Seq. No. 

Contig ID 
5 '-most EST 



282744 

130189_1.R1011 
uC-zmflmol7161e04bl 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



282745 

130190_l.Ri011 
hbs701183177.hl 

282746 

130192__1.R1011 

afb700381963.hl 

BLASTX 

gl399305 

420 

7.0e-41 

291 
55 

(U41474) phosphoinositide-specific phospholipase C P13 
[Glycine max] 

282747 

130201_1.R1011 
pmx700087292.hl 

282748 

130204_1.R1011 

uC-zmflmol7122g06bl 

BLASTX 

g4490331 

359 

4.0e-34 

88 
77 

(AL035656) hypothetical protein [Arabidopsis thalxana] 
282749 

130212_1.R1011 

uC-zmflmol7122h04bl 

BLASTX 

g4510401 

183 

3.0e-13 

41 

73 

(AC006587) putative general negative regulator of 
transcription [Arabidopsis thaliana] 

282750 

130213_1.R1011 
uC-zmflmol7300f03bl 

282751 

130214__1.R1011 
uC-zmflmol7265cl0a2 

282752 

130227_1.R1011 
uC-zmflmol7165f02bl 

282753 

130330 l.RlOll 



39417 



5 '-most EST 



pmx700085092.hl 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



282754 

130344_1.R1011 
uC-zmflmol7126d05bl 

282755 

130346_1.R1011 
uC-zmflmol7126d07bl 

282756 

130358_1.R1011 
uC-zmflmol712 6e08bl 

282757 

130361_1.R1011 

uC-zmflb73255b08bl 

BLASTX 

g4220524 

209 

2.0e-16 

54 

70 

(AL035356) putative protein [Arabidopsis thaliana] 
282758 

13G389_1.R1011 
uC-zmflmol7126h05bl 

282759 

130409_1.R1011 
uC-zmflmol7127b03bl 

282760 

130419_1.R1011 
uC-zmflmol7127c02bl 

282761 

130437_1.R1011 

uC-zmflmol7127dl0bl 

BLASTX 

gl946355 

330 

l.Oe-30 

163 

38 

{U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 {AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

282762 

130440_1.R1011 

uC-zmflmol7127e02bl 

BLASTX 

g3395439 

163 

2.0e-20 



39418 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



144 
40 

(AC004683) 



hypothetical protein [Arabidopsis thaliana] 



282763 

130448_1.R1011 
qmh700029180.fl 

282764 

130456_1.R1011 

uC-zmflmol7127f07bl 

BLASTX 

g4587547 

248 

6.0e-21 

132 
42 

(AC006577) Contains similarity to DNA-binding protein Gt- 
gb_X682 61 from Oryza sativa. [Arabidopsis thaliana] 

282765 

130457_1.R1011 
uC-zmflmol7327a03bl 



Seq. No. 
Contig ID 
5 '-most EST 



282766 

130476_1.R1011 
uC-zmflmol7127h04bl 



Seq, No. 
Contig ID 
5 '-most EST 



282767 

130485_1.R1011 
uC-zmflmol7128a01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



282768 

130488_1.R1011 

wty700164755.hl 

BLASTX 

g2275199 

206 

4.0e-16 

104 
45 

{AC002337) hypothetical protein [Arabidopsis thaliana] 
282769 

130505_1.R1011 

uC-zmflmol7128bl2bl 

BLASTX 

gl805654 

213 

6.0e-17 

97 
45 

(X99972) calmodulin-stimulated calcium-ATPase [Brassica 
oleracea] 

282770 

130508 l.RlOll 



39419 



5* -most EST 



uC-zmflmol7128c03bl 



Qcurr Kirs 
O . LN O * 




Contig ID 


130509 l.RlOll 


5 '-most EST 


uC-zmflmol7128c04bl 




or a Q^Y 
e5 lad i A 
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BLAST score 


1054 


E value 


l.Oe-115 
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nbm700477047.hl 


Method 


BLASTX 
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BLAST score 


O O 


E value 


4 , ue-^ 0 


Match length 
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NCBI Description 


peptidylprolyl isome: 




>gi dUU/do (Lzy4/1) 1 


beq. No. 


Z 0 z / / 4 


Contig ID 


130539 3.R1011 


5 '-most EST 


wyr700243451.hl 


Me unoa 


1 A 




g4 U4 y J44 


BLAST score 


157 


E value 


l.Oe-10 


iyiai_.cn lengun 


A 

4 0 


% identity 


D J 


NCBI Description 


(AL034567) putative ] 


aec5« NO, 


O Q O 7 7 c; 
Z oZ / / o 


bontiig IJJ 


loUo44 l.KiUli 


5 '-most EST 


uC-zmfTmol7128f05bl 


Seq. No. 


O O O T T 
ZO^ / / D 


bontig lu 


lJUo4o l.KlUll 


0 -most hjo i 


ub-zmrlmoi / IzotUoDl 


O t; y . IN D • 


9P9777 
Z 0 z / / / 


Contig ID 


130557 l.RlOll 


5 '-most EST 


uC-zmflmol7128g0 6bl 


Seq. No. 


282778 


Contig ID 


130563 l.RlOll 


5 '-most EST 


uC-zmflmol7128gl2bl 


Method 


BLASTX 


NCBI GI 


gl360003 



_JQ0382 phytochrome A - maize 



(EC 5.2.1.8) Cypl - rice 
iphilin 1 [Oryza sativa] 



39420 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



158 

2.0e-10 

115 

33 

{X97982) nuclear poly (C) -binding protein, splicevariant E 
[Mus musculus] 

282779 

130572_1.R1011 

tzu700201134.hl 

BLASTX 

g4559292 

566 

4.0e-58 

185 

56 

(AF124148) trehalase 1 GMTREl [Glycine max] 
282780 

130595_1.R1011 
uC-zmroteosinte04 2gllbl 

282781 

130607_1.R1011 
uC-zmflmol7129d01bl 

282782 

130632_1.R1011 
uC-zmflmol7129f05bl 

282783 

130636__1.R1011 

uC-zmflmol7129f09bl 

BLASTX 

g3024708 

324 

5.0e-30 

125 

47 

TRANSCRIPTION INITIATION FACTOR TFIID 20/15 KD SUBUNITS 
(TAFII-20/TAFII-15) (TAFII20/TAFII15 ) 

>gi 2135937 pir JC4676 PolII transcription factor TFTIID 

chain TAFII20 - human >gi_7 91055_emb_CAA58826_ (X84002) 
PolII transcription factor TFTIID [Homo sapiens] 
>gi_13454 04_dbj_BAA09112_ (D50544) TFIID subunit p22 [Homo 
sapiens] >gi_1373377 (U57693) TAF20 [Homo sapiens] 

282784 

130649_1.R1011 
wyr700238115.hl 

282785 

130661_1.R1011 

hbs701181832.hl 

BLASTX 

gl840425 

875 



39421 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



l.Oe-108 

370 

52 

{U36586) alcohol dehydrogenase [Vitis vinifera] 
282786 

130679_1.R1011 
uC-zmflb73362g09a2 

282787 

130692_1.R1011 

uC-zmflmol724 8h06bl 

BLASTX 

g2288985 

329 

2.0e-30 

120 
51 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
282788 

130715_1.R1011 

uC-zmflmol7238e01bl 

BLASTX 

gl707007 

250 

2.0e-25 

138 
18 

(U78721) hypothetical protein [Arabidopsis thaliana] 
282789 

130735_1.R1011 

yyf700350042.hl 

BLASTX 

g465535 

280 

2.0e-24 

148 

41 

HYPOTHETICAL 32.7 KD PROTEIN IN NTH2-C0Q1 INTERGENIC REGION 

>gi_6264 91_pir S44561 hypothetical protein YBR002c - yeast 

(Saccharomyces cerevisiae) >gi_4 03317_emb_CAA81271_ 
(Z26494) unknown [Saccharomyces cerevisiae] 
>gi_536188_emb_CAA84938_ (Z35871) ORE YBR002c 
[Saccharomyces cerevisiae] >gi_4126457__dbj_BAA36577_ 
[AB013497) cis-prenyltransferase [Saccharomyces cerevisiae] 

>gi__1582565_prf 2118405F ORE YBR0107 [Saccharomyces 

cerevisiae] 

282790 

130743_1.R1011 
uC-zmflmol7130h09bl 

282791 

130784_1.R1011 
xmt700267069.hl 



39422 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282792 

130788_2.R1011 

xtj700377836.hl 

BLASTX 

g4539404 

376 

3.0e-36 

108 

58 

(AL049524) putative protein [Arabidopsis thaliana] 
282793 

130795_1.R1011 

uC-zmflmol7131f01bl 

BLASTX 

g4416301 

496 

2.0e-50 

107 

85 

(AF105716) gag protein [Zea mays] 
282794 

130805_1.R1011 
uC-zmflmol7131g03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



282795 

130843__1.R1011 

cjh700197649.hl 

BLASTX 

g2760839 

223 

3.0e-18 

121 
45 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
282796 

130B49_1.R1011 

uC-zmflmol7288g02bl 

BLASTX 

g2809246 

186 

9.0e-14 

105 

43 

(AC002560) F2401,15 [Arabidopsis thaliana] 
282797 

130856_1.R1011 

uC-zmflb73162a02b2 

BLASTX 

gl0735G 

151 

6.0e-12 

170 
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# 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



34 

Pm5 protein - human >gi_1335273__emb_CAA40655_ (X57398) pm5 
protein [Homo sapiens] 

282798 

130867_1.R1011 
gct701171051.hl 

282799 

130874_1.R1011 

uC-zmflmol7132f04bl 

BLASTN 

g2586128 

131 

6.0e-68 

131 

100 

Zea mays b-keto acyl reductase (glossy8) mRNA, complete cds 
282800 

130877_1.R1G11 

uC- zmf Imo 17132f06bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



282801 

130880_1.R1011 
uC-zmflmol7132g03bl 

282802 

130890_1.R1011 
uC-zmflmol7132h05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 



282803 

130896_1.R1011 

uC-zmflmol7241h04bl 

BLASTX 

g2642443 

503 

l.Oe-50 

239 
45 

(AC002391) putative cytochrome P450 [Arabidopsis thaliana] 
282804 

130911_1.R1011 

uC-zmflmol7133bl2bl 

BLASTX 

gl514643 

206 

2.0e-26 

122 

44 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
282805 

130979_1.R1011 

uC-zmflmol7134dl2bl 

BLASTX 



39424 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g4454012 
379 

l.Oe-36 

88 
72 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

282806 

130989_1.R1011 

xsy700210391.hl 

BLASTX 

g3157943 

151 

B.Oe-lO 

67 
43 

(AC002131) Contains similarity to BAP31 protein gb_X81816 
from Mus musculus. [Arabidopsis thaliana] 

282807 

130995_1.R1011 
uC-zmflmol7134g03bl 

282808 

131027_1.R1011 

uC-2mroteosinte072b09b2 

BLASTX 

g2370253 

359 

5.0e-34 

102 

67 

(Y13273) putative protein kinase [Lycopersicon esculentum] 
282809 

131035_1.R1011 
uC-zmflmol7282b08bl 



Seq. No. 
Contig ID 
5 '-most EST 



282810 

131042_1.R1011 

uC- zmf lmol7 13 6d0 6bl 



Seq. No. 
Contig ID 
5 '-most EST 



282811 

131045_1.R1011 
ntr700076645.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282812 

131058_1.R1011 

uC- zmf Imo 17136f06bl 

BLASTX 

g4538923 

196 

4.0e-15 

58 

64 

(AL04 9483) predicted protein destination factor 
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(I 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282813 

131058_2.R1011 

ceu700431722.hl 

BLASTX 

g4538923 

178 

5.0e-13 

53 
64 

(AL049483) predicted protein destination factor 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282814 

131065_1,R1011 
gct701169207.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282815 

131071_1.R1011 

uC- zmf Imo 1 7 1 3 6h0 2 b 1 



Seq. No. 
Contig ID 
5 '-most EST 



282816 

131088_2.R1011 
uC-zmflmol7238e02bl 



Seq. No, 
Contig ID 
5 '-most EST 



282817 

131102_1.R1011 
uC-zmflmol7137c03bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282818 

131113_1.R1011 

qmh700026291.fl 

BLASTX 

g2735017 

1504 

l.Oe-168 

272 

99 

(U82481) KI domain interacting kinase 1 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282819 

131114_1.R1011 

pmx700085587.hl 

BLASTX 

g2505870 

312 

8.0e-29 

90 

73 

(Y12227) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



282820 

131114_2.R1011 

uC- zmf Imo 1 7 1 3 7d0 9b 1 

BLASTX 

g2505870 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



527 

8.0e-54 

151 
68 

(yi2227) hypothetical protein [Arabidopsis thaliana] 
282821 

131132_1.R1011 

gwl700614715.hl 

BLASTX 

g3342913 

559 

3.0e-57 

174 

61 

{AF078916) oligopeptidase B [Trypanosoma brucei bruceij 
282822 

131137_1,R1011 
tzu700205016.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282823 

131144_1.R1011 

uC-zmflmol7137gl0bl 

BLASTX 

g2494116 

217 

l.Oe-17 

47 
74 

(AC002376) 
(gb_D90915 



Similar to Synechocystis hypothetical protein 
. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282824 

131160_1.R1011 

uC-zmflmol7248d08bl 

BLASTX 

gl652856 

490 

6.0e-49 

246 
43 

{D90909) hypothetical protein [Synechocystis sp.] 
282825 

131160_2.R1011 

xmt700257446.h2 

BLASTX 

g3004556 

233 

4.0e-19 

59 
80 

(AC003673) hypothetical protein [Arabidopsis thaliana] 



Sag. No. 

Contig ID 



282826 

131238 l.RlOll 
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# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fdz701161274.hl 

BLASTX 

g2618684 

304 

2.0e-27 

88 

69 

(AC002510) putative 

UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] >gi_3241947 (AC004625) putative 
UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



282827 

131239_1.R1011 
fwa700100312.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282828 

131243_1.R1011 
uC-zmflb73359a03a2 



Seq. No, 

Contig ID 
5 '-most EST 



282829 

131270_1.R1011 

uC- zmf Imol 7 13 9dl Ibl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



282830 

131275_1.R1011 

pmx700085118.hl 

BLASTX 

g3513727 

331 

8,0e-31 

125 
60 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi__4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

282831 

131278_1.R1011 

uC- zmf Imo 17139e08bl 



Seq. No. 
Contig ID 
5 '-most EST 



282832 

131285_1.R1011 
vux700162158.hl 



Seq. No. 

Contig ID 
5 '-most EST 



282833 

131308_1.R1011 
uC-zmflmol7150a03bl 



Seq. No. 
Contig ID 
5 '-most EST 



282834 

131310_1.R1011 
uC-zmflmol7150a05al 



39428 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



282835 

131323_1,R1011 
hbs701181596.hl 

282836 

131324_1.R1011 
uC-zmroteosinte016d09bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282837 

131325^1. RlOll 
uC-zmflmol7150fo09bl 

282838 

131337_1.R1011 

uC- zmf Imo 17150c09bl 

282839 

131339_1.R1011 

uC-zmflmol7150cl2bl 

BLASTX 

g3786324 

594 

2.0e-61 

180 

59 

(AB015139) chlorophyll a oxygenase [Chlamydomonas 
reinhardtii] 

282840 

131346_1.R1011 

uC-zmflmol7150d07bl 

BLASTX 

g4581139 

770 

7.0e-82 

325 

44 

{AC006919) putative ABC transporter [Arabidopsis thaliana] 
282841 

131346_3.R1Q11 

sem700930102.hl 

BLASTX 

g4510339 

330 

8,0e-31 

126 

46 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



282842 

131360_1.R1011 
hbs701185452.hl 
BLASTX 
gl402878 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



562 

l.Oe-57 

215 

48 

(X98130) unknown [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282843 

131391_1.R1011 
uC-zmflinol7150h09bl 



Seq. No, 
Contig ID 
5 '-most EST 



282844 

131392_1.R1011 
uC-2mflmol7150hllbl 



Seq. No. 
Contig ID 
5 '-most EST 



282845 

131392_2.R1011 
rvt700553401.hl 



Seq. No, 
Contig ID 
5 '-most EST 



282846 

131416_1.R1011 
uC-zmflmol7357d07al 



Seq. No. 
Contig ID 
5 '-most EST 



282847 

131421_1.R1011 
uC-zinflmol7151c06bl 



Seq. No. 
Contig ID 
5 '-most EST 



282848 

131430_1.R1011 
uC-zmflmol7151d04bl 



Seq. No. 

Contig ID 
5 '-most EST 



282849 

131432_1.R1011 

uC- zmf Imol 7 1 5 IdO 6b 1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282850 

131455_1.R1011 

uC-zmflmol7151f08bl 

BLASTX 

g3080427 

346 

l,0e-32 

111 

57 

(AL022604) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282851 

131461_1.R1011 
uC-zmflmol7151g07bl 



Seq. No. 
Contig ID 
5 '-most EST 



282852 

131462^1. RlOll 
uC-zmflmol7151g08bl 



Seq. No, 
Contig ID 
5 '-most EST 



282853 

131468_1.R1011 

uC- zmf lmol7 1 51g0 9bl 
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Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282854 

131469_1.R1011 
uC-zmflmol7151gl0bl 

282855 

131480_1.R1011 
pwr700453001.hl 

282856 

131490_1.R1011 

uC-zmflmol7152a09bl 

BLASTX 

g2191191 

228 

3.0e-21 

73 
75 

{AF007271) A_TM021B04 . 14 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



282857 

131498_1.R1011 
ceu700433287.hl 

282858 

131508_1.R1011 
uC-zmflmol7152c04bl 

282859 

131525_1.R1011 
uC-zmflmol7152d09bl 

282860 

131534_1.R1011 

uC-zmflmol7152e07bl 

BLASTX 

g4388731 

223 

4.0e-18 

87 

57 

(AC006413) hypothetical protein [Arabidopsis thaliana] 
282861 

131535_1.R1011 

zla700379841.hl 

BLASTX 

g2462760 

154 

l.Oe-09 

79 
47 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
282862 

131560_1.R1011 
xmt700264066.hl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282863 

131566_1.R1011 

uC-zmflmol7152h05bl 

BLASTX 

g4468984 

494 

8.0e-50 

183 
54 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282864 

131580_1.R1011 

yyf700351160.hl 

BLASTX 

g4581111 

169 

l.Oe-11 

150 

33 

(AC005825) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282865 

131590_1.R1011 
uC-zmflmol7153b09bl 



Seq. No. 

Contig ID 
5 '-most EST 



282866 

131602__1.R1011 
uC-zmflmol7153cllbl 



Seq. No. 

Contig ID 
5 '-most EST 



282867 

131627__1.R1011 
uC-zmflmol7153f04bl 



Seq. No. 
Contig ID 
5 '-most EST 



282868 

131645_1.R1011 
uC-2mflb73127e08b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282869 

131652_1.R1011 

uC-zmflmol7153h07bl 

BLASTX 

g2352998 

185 

2.0e-13 

152 
27 

(AF014461) EXO70 protein [Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282870 

131688_1.R1011 

uC-zmflmol7154c08bl 

BLASTX 

g4185310 

574 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



2.0e-74 

163 
82 

(AF090446) gag protein [Zea mays] 
282871 

131692_1.R1011 
uC-zmflmol7154cl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282872 

131705_1.R1011 

uC-zmflmol7154e04bl 

BLASTX 

g4309760 

196 

8.0e-15 

155 

46 

(AC006217) unknown protein [Arabidopsis thaliana] 
282873 

131736_1.R1011 
wyr700237118.hl 



Seq. No. 
Contig ID 
5 '-most EST 



282874 

131744_1.R1011 
uC-zmflmol7154hl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



282875 

131749_1.R1011 
uC-zmflmol72 67el2bl 



Seq. No. 
Contig ID 
5 '-most EST 



282876 

131755_1.R1011 
uC-zmroteosinte058c07b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282877 

131767_1.R1011 

uC-zmroteosinte015f llbl 

BLASTX 

g2739382 

430 

3.0e-42 
227 
45 

(AC002505) 
thaliana] 



myosin heavy chain-like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



282878 

131773_1.R1011 

uC-zmflmol7155c05bl 

BLASTX 

g3915866 

497 

5.0e-50 

161 

60 
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NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE~TRNA LIGASE) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 

282879 

131785_1.R1011 

uC- zirif Imo 1 7 1 5 5d0 6b 1 



(GLNRS) 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282880 

131794_1,R1011 

afb700381222,hl 

BLASTX 

g3342249 

409 

5.0e-42 
185 
50 

(AF047719) 
(AF047720) 



GA3 [Arabidopsis thaliana] >gi_3342251 
GA3 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282881 

131814_1.R1011 
uC-2mflmol7155fl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282882 

131831_1.R1011 

uC-zmflmol7155h06bl 

BLASTX 

g3320104 

815 

l.Oe-87 

159 

99 

(AJ007366) calcium-dependent protein kinase [Zea mays] 
282883 

131846_1.R1011 

uC-zmflmol7156b04bl 

BLASTX 

g2984139 

497 

5.0e-50 

237 
46 

(AE0007 60) aspartate-semialdehyde dehydrogenase [Aquifex 
aeolicus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282884 

131847_1.R1011 

dyk700105015.hl 

BLASTX 

g2346978 

164 

7.0e-20 

83 
67 

(AB006601) ZPT2-14 



[Petunia x hybrida] 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



282885 

131871__1.R1011 

uC- zmf Imo 1 7 1 5 6dl Ob 1 

282886 

131879_1.R1011 

uC- zmf Imo 17156e09bl 

BLASTX 

g2827653 

424 

2.0e-41 

209 

39 

(AL021637) putative protein [Arabidopsis thaliana] 
282887 

131891_1.R1011 
uC-2mflmol7172hl0al 

282888 

131893_1.R1011 
uC-zmflmol7156g04bl 

282889 

131935_1.R1011 
uC-zmflb73275f05al 

282890 

131937_1.R1011 
ceu700423671.hl 

282891 

131950_1.R1011 
fdz701159677.hl 

282892 

131950_2.R1011 
uC-zmflmol7158d07bl 

282893 

131991_1.R1011 
uC-zmflmol7158h04bl 

282894 

131994_1.R1011 

ymt700222786.hl 

BLASTX 

g4415912 

566 

3.0e-58 

198 
55 

(AC006282) putative protease [Arabidopsis thaliana] 
282895 

131997 l.RlOll 



39435 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



uC-zmflb73130cllb2 

BLASTX 

g3377509 

671 

2.0e-70 

158 
84 

(AF056027) 



auxin transport protein REHl [Oryza sativa] 



282896 

132004_1.R1011 

uC-zmflmol7159a05bl 

BLASTX 

g3328804 

359 

4 . Oe-34 
148 

53 . ^ 

(AE001311) GTP Binding Protein [Chlamydia trachomatis] 

282897 

132018_1.R1011 
uC-zmflmol7164b02bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



282898 

132021_1.R1011 
uC-zmflmol7159bllbl 

282899 

132030_1.R1011 
pmx700087218.hl 

282900 

132031__1.R1011 

uC-zmflmol7159cl0bl 

BLASTN 

g22332 

245 

l.Oe-135 

383 

90 

Z.mays HRGP gene 
282901 

132052_1.R1011 

uC-zmflmol7159e07bl 

BLASTX 

g4455345 

312 

l.Oe-28 

67 

90 

(AL035522) putative protein [Arabidopsis thaliana] 
282902 

132066_1,R1011 
ntr700075005.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4538961 

1876 

O.Oe+00 

445 

77 

(AL049488) 
thaliana] 



isoleucine-tRNA ligase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



282903 

132070_1.R1011 

uC-zmflmol7159g02bl 

BLASTX 

gl854378 

163 

5.0e-ll 

46 
72 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of ficinarum] 

282904 

132072_1.R1011 
uC-zmflmol7159g04bl 

282905 

132076_1.R1011 

wyr700237108.hl 

BLASTX 

g4406820 

659 

2,0e-68 

226 
65 

(AC006201) putative ras superfamily member [Arabidopsis 
thaliana] 

282906 

132087__1.R1011 
uC-zmflmol7159h08al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282907 

132102_1.R1011 
uC-zmflmol7160al2bl 

282908 

132103_1.R1011 

uC-zmroteosinte099d08b2 

BLASTX 

g3024874 

190 

6.0e-14 

123 
37 

HYPOTHETICAL 50.0 KD PROTEIN SLR007 6 

>gi_1001707_dbj_BAA10544_ (D64004) hypothetical protein 
[ Synechocystis sp . ] 
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Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



282909 

132103_2.R1011 
pmx700088330.hl 

282910 

132108__1.R1011 
uC-zmflmol7160b07bl 

282911 

132120_1.R1011 

ymt700219831.hl 

BLASTX 

gl209703 

290 

5.0e-26 

106 

49 

(U40489) maize gll homolog [Arabidopsis thaliana] 
282912 

132134^1. RlOll 

pmx700087392.hl 

BLASTX 

g2829895 

439 

2.0e-44 

186 

58 

(AC002311) hypothetical protein [Arabidopsis thaliana] 
282913 

132134_2.R1011 

uC-2mflmol7160dllbl 

BLASTX 

g2829895 

458 

3.0e-45 

129 
69 

(AC002311) hypothetical protein [Arabidopsis thaliana] 
282914 

132148_1.R1011 

wen700333061.hl 

BLASTX 

g4572676 

164 

7 .Oe-11 

174 

26 

(AC006954) unknown protein [Arabidopsis thaliana] 
282915 

132164_1.R1011 

uC-zmflmol7160g08bl 

BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4416300 
104 

4.0e-51 

327 

83 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 



O C ^ • IN ■ 


282916 


Contia ID 


132165 l.RlOll 


S'-most EST 


uC- zmf Imo 17160g09bl 


Me^'hhod 


BLASTX 


NCBI GI 


g2444174 


RT.A'^T "^pore 


400 


E value 


3.0e-41 


Match length 


155 


% identitv 


58 


"MPRT np ciPTi ni~ "i on 


(U94781) unconventional myosin [Helianthus annuus] 


Seq. No. 


282917 


Contia ID 


132196 l.RlOll 


0 iiiUoL HiO 1 


nC- zmf lmol7 2 63cl2bl 




BLASTX 




a4038036 
\j ^ \j \j ^ \f 


DJ_irt.O -L oO^JJ-C 


327 


Hi V Ci-L U.C 


2 . Oe-30 




78 


O -L ^.^^1 11 — L i_ y 


73 




(AC005936) unknown protein [Arabidopsis thaliana] 


Seq. No. 


282918 


C^rsD i- 1 rr T H 
V^UiiL-JLy J. u 


132214 l.RlOll 




uC-zmf Tmol7161d06bl 


Seq. No. 


282919 


PnTi +" H rr T H 


132248 l.RlOll 


qi_Tnric;-t- FCJT 
D lUOoL iliOl 


wtv700T67956 hi 




BLASTX 


IN ^ Xj -L \J J. 


g3451074 


RT,A9T "^rnrp 

JJ i_JiT.kJ -L O v-/ -1- ^ 


495 


V TTa 1 n o 

Cj V CLX U.C 


5 Oe-50 




163 


% identity 


57 


NCBI Description 


{AL031326) putative protein [Arabidopsis thaliana; 


Seq. No. 


282920 


Contig ID 


132251 l.RlOll 


5 '-most EST 


uC- zmf imo 17161g09bl 


Seq. No. 


282921 


Contig ID 


132256 l.RlOll 


5 '-most EST 


uC-zmflmol7161h03bl 


Method 


BLASTX 


NCBI GI 


g4587547 


BLAST score 


193 


E value 


2.0e-14 


Match length 


67 



39439 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

(AC006577) Contains similarity to DNA-binding protein Gt-2 
gb_X68261 from Oryza sativa. [Arabidopsis thaliana] 

282922 

132265_1.R1011 
uC-zmflmol7161hl2bl 

282923 

132280_1.R1011 
uC-2mflmol7163b03bl 

282924 

132303_1.R1011 

uC-zmflmol7163d05bl 

BLASTX 

g3249095 

338 

l.Oe-31 

99 

64 

(AC003114) Contains similarity to dihydrof olate reductase 
(dfrl) gb__L13703 from Schizosaccharomyces pombe. ESTs 

gb_N37567~and gb_T43002 come from this gene. [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282925 

132305_1.R1011 

uC-zmflmol7163d07bl 

BLASTX 

g4263827 

189 

7.0e-14 

118 
36 

(AC006067) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282926 

132340_1.R1011 
uC-zmflmol7163g08bl 

282927 

132341_1.R1011 
uC-zmflmol7163g09bl 

282928 

132349_1.R1011 

uC-zmflmol7163h05bl 

BLASTX 

g4432841 

274 

5.0e-24 

147 

48 

(AC006283) hypothetical protein [Arabidopsis thaliana] 



39440 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282929 

132384_1.R1011 

uC-zmflmol7164c06bl 

BLASTX 

g2245000 

190 

4.0e-14 

147 

35 

{Z97341) hypothetical protein [Arabidopsis thaliana] 
282930 

132446_1.R1011 

uC-2mflmol7164h09bl 

BLASTX 

g3608495 

292 

4.0e-26 
113 
57 

(AF089738) 
thaliana] 



plastid division protein FtsZ [Arabidopsis 
>gi_4510351_gb__AAD2144 0.1_ (AC006921) plastid 



division protein FtsZ [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282931 

132447_1.R1011 
uC-zmflmol7164hl0bl 

282932 

132451_1.R1011 

uC-zmflmol7165a05bl 

BLASTN 

g2921303 

260 

l.Oe-144 

435 
91 

Zea mays herbicide safener binding protein 
complete cds 



(SBPl) mRNA, 



Seq. No. 

Contig ID 
5 '-most EST 



282933 

132474_1.R1011 
uC-zmflb73205allb2 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282934 

132504^1. RlOll 

pmx700089482.hl 

BLASTX 

gl00487 

240 

5.0e-20 

182 

35 

TNPl protein - garden snapdragon >gi_16057_emb_C7^A4 0554_ 
(X57297) TNPl [Antirrhinum majus] 



Seq. No. 



282935 



39441 



Contig ID 
5 '-most EST 



132506_1.R1011 
uC-zmflmol7282d05bl 



Seq. No. 282936 

Contig ID 132535_1 . RlOll 

5 '-most EST uC-zmf Imol7166a03bl 

Method BLASTX 

NCBI GI g2257530 

BLAST score 272 

E value 7.0e-24 

Match length 141 

% identity 40 

NCBI Description (AB004537) hypothetical protein YPL063 





[Schizosaccharomyces pombe] 


Seq. No. 

Contig ID 
5 '-most EST 


282937 

132541 1. RlOll 
rvt700551262.hl 


Seq. No. 
Contig ID 
5 '-most EST 


282938 

132541 2. RlOll 
cyk700048537.fl 


Seq. No. 
Contig ID 
5 '-most EST 


282939 

132557 1. RlOll 
uC-zmflmol7166c04bl 


Seq. No. 

Contig ID 
5 '-most EST 


282940 

132566 1. RlOll 
uC-zmflb73238el0b2 


Seq. No. 

Contig ID 
5 '-most EST 


282941 

132572 1. RlOll 
uC-zmflmol7166d07bl 


Seq. No. 
Contig ID 
5 '-most EST 


282942 

132586 1. RlOll 
ceu700425055.hl 


Seq. No. 
Contig ID 
5 '-most EST 


282943 

132605 1. RlOll 

uC- zmf Imol 7 1 6 6g0 9bl 


Seq. No. 
Contig ID 
5 '-most EST 


282944 

132611 1. RlOll 
pmx700090056.hl 


Seq. No. 
Contig ID 
5 '-most EST 


282945 

132612 1. RlOll 
uC-zmflmol7166h06bl 


Seq. No. 

Contig ID 
5 '-most EST 


282946 

132616 1. RlOll 
ntr700073357,hl 


Seq. No. 

Contig ID 


282947 

132630_1. RlOll 



39442 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xjt700095188.hl 

BLASTX 

g4204284 

514 

3.0e-52 

171 

55 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



282948 

132651_1.R1011 

uC - zmf Imo 1 7 1 6 8 dO 6b 1 

BLASTX 

g3157910 

839 

3.0e-90 

177 

93 

(AF003551) lysine-ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Zea mays] 

282949 

132653_1.R1011 

uC-zmflmol7168d08bl 

BLASTX 

g4582489 

349 

7.0e-33 

155 
50 

(AL021768) putative protein [Arabidopsis thaliana] 
282950 

132654_1.R1011 
uC-2mflmol7168d09bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282951 

132663_1.R1011 
wyr700243456.hl 

282952 

132695_1.R1011 

uC-zmflmol7168hl0bl 

BLASTX 

g4091810 

397 

2.0e-38 

162 

46 

(AF053345) fatty acid elongase 3-ketoacyl-CoA synthase 1 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282953 

132701_1.R1011 
uC-zmflmol7169al0bl 



39443 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282954 

132702_1.R1011 

uC-zraflmol7169a05bl 

BLASTX 

g3386597 

162 

7.0e-ll 

48 

67 

(AC004 665) unknown protein [Arabidopsis thaliana] 
>gi_3702347 (AC005397) putative permease [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



282955 

132710_1.R1011 
uC-zmflmol7169b01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282956 

132712_1.R1011 

uC- zmf lmol7 1 6 9b03bl 

BLASTX 

g3183088 

308 

8.0e-28 

96 

55 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_4 99034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 

Contig ID 
5 '-most EST 



282957 

132723_1.R1011 
uC-zmflmol7169c02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



282958 

132726_1.R1011 

uC-zmflmol7169c05bl 

BLASTX 

g4589062 

791 

2.0e-84 

163 

95 

(AF120146) myo-inositol 1-phosphate synthase [Triticum 
aestivum] >gi_4589064_gb_7VAD26331 . 1_AF120147_1 (AF120147) 
myo-inositol 1-phosphate synthase [Triticum aestivum] 
>gi_4589066_gb_AAD26332.1_AF120148_l (AF120148) 
myo-inositol 1-phosphate synthase [Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



282959 

132735_1.R1011 

uC-zmflmol7169d07bl 

BLASTX 

g3869255 

295 

l.Oe-47 



39444 



Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



112 
89 

(U79562) defender against death homolog Peadad [Pisum 
sativum] 

282960 

132750_1.R1011 

uC-zmflmol7169f01bl 

BLASTX 

g464846 

365 

l.Oe-34 

70 
100 

TUBULIN ALPHA-6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb_CAA448 63_ {X63178) 
alpha-tubulin #6 [Zea mays] 

282961 

132759_1.R1011 

uC-zmflmol7169fl0bl 

BLASTX 

g543565 

235 

3.0e-19 

74 
58 

hypothetical 10. OK protein - Zinnia elegans 
>gi_4 93721_dbj_BAA0 64 62_ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (U19266) putative nonspecific lipid transfer 
auxin induced gene [Zinnia elegans] 

282962 

132762_1.R1011 

uC-zmflmol7169g01bl 

BLASTX 

g4033365 

553 

l.Oe-56 

113 

88 

{AJ223499) ATP sulfurylase [Brassica juncea] 
282963 

132765_1.R1011 
uC-zmflmol7169g05bl 

282964 

132766_1.R1011 

uC- zmf Imol 7 1 6 9g0 6bl 

282965 

132773_1.R1011 

uC-zmflmol7169h02bl 

BLASTX 

gl657855 

319 



39445 



E value 
Match length 
% identity 
NCBI Description 



3.0e-29 

104 
58 

(U73216) cold acclimation protein WCOR413 [Triticum 
aestivum] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



282966 

132776_1.R1011 

uC-zmflmol7169h05bl 

BLASTX 

g4508068 

240 

l.Oe-21 

91 

67 

(AC005882) 3063 [Arabidopsis thaliana] 
282967 

132778_1.R1011 

uC-zmflmol7169h07bl 

BLASTX 

g3080435 

311 

2.0e-28 

97 
67 

(AL0226G5) putative protein [Arabidopsis thaliana] 



282968 

132790_1.R1011 

uC-zniflmol7171a07bl 

BLASTN 

g2062705 

38 

8.0e-12 

38 

100 

Human butyrophilin 



BTF5) mRNA, complete cds 



282969 

132806_1.R1011 

pwr700450427.hl 

BLASTX 

g3036810 

210 

3,0e-16 

159 

33 

(AL022373) putative Myc-type transcription factor 
[Arabidopsis thaliana] 

282970 

132819_1.R1011 

uC-zmflb73301g02b2 

BLASTX 

gl931639 

216 



39446 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5'-inost EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
' NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-17 

126 

33 

(U95973) 



lysophospholipase isolog [Arabidopsis thaliana] 



282971 

132823_1.R1011 

uC- zmf lmol7 1 7 IdO 9bl 

BLASTX 

g2618699 

216 

3.0e-17 

153 

32 

{AC002510) unknown protein [Arabidopsis thaliana] 
282972 

132830_1.R1011 

nbm700468974.hl 

BLASTX 

gll81615 

261 

l.Oe-22 

81 
74 

(D83078) nitrilase [Nicotiana tabacum] 
282973 

132833_1.R1011 

uC-zmroteosinte001f08bl 

BLASTX 

g2280530 

610 

2.0e-63 

117 

91 

(AB005889) ATMYB4 [Arabidopsis thaliana] 
282974 

132833_2.R1011 

uC-zmflmol7171e08bl 

BLASTX 

g3482929 

233 

2.0e-19 

45 
87 

[AC003970) 
thaliana] 



Putative transcription factor [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



282975 

132840__1.R1011 
uC-zmflmol7171f0 4bl 



Seq. No. 
Contig ID 
5 '-most EST 



282976 

132855_1.R1011 
uC-2mflb73191glOal 



39447 



Method 


BLASTX 


NCBI GI 


g3775987 


BLAST score 


726 


E value 


9.0e-77 


Match length 


255 


% identity 


56 


NCBI Description 


(AJ010457) RNA helicase [Arabidopsis thaliana; 


Seq. No, 


282977 


Contia ID 


132869 l.RlOll 


5 '-most EST 


clt700044509.fl 


Seq. No. 


282978 


Contig ID 


132881 l.RlOll 


5 '-most EST 


cyk700050545. fl 


Method 


BLASTN 


NCBI GI 


g2924729 


BLAST score 


45 


E value 


8.0e-16 


Match lencth 


188 


% identity 


82 


NCBI Description 


Arabidopsis thaliana genomic DNA^ chromosome 


MNA5, complete sequence [Arabidopsis thaliana 


Seq. No. 


282979 


Contig ID 


132891 l.RlOll 


R 1 -most EST 


uer700578426.hl 


O C; L£ . LN . 


282980 


rnni- in ID 


132908 l.RlOll 


5 '-most EST 


uC-zrafTmol7173e08bl 


Seq. No. 


282981 


Contig ID 


132917 l.RlOll 


5 '-most EST 


uC-zmflb73129d04al 


Method 


BLASTX 


NCBI GI 


g3204103 


BLAST score 


311 


E value 


2.0e-28 


Match length 


115 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



57 

(AJ006761) 



hypothetical protein [Cicer arietinum] 



282982 

132918_1.R1011 

fC-zmfl700610803al 

BLASTX 

g4544445 

732 

9.0e-78 

171 

81 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransferase [Arabidopsis thaliana] 

282983 

132919 l.RlOll 



39448 



5 '-most EST 



nbrri700471070.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282984 

132930_1.R1011 

uC-zmflmol717 3hl0bl 

BLASTX 

g2224911 

252 

2.0e-21 
204 
36 

(U93048) 
carota] 



somatic embryogenesis receptor-like kinase [Daucus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



282985 

132941_1.R1011 

uC-zmflmol7174al0bl 

BLASTX 

g4376158 

169 

8.0e-12 

50 

70 

(X98873) aspartate kinase [Arabidopsis thaliana] 
282986 

132942_1.R1011 
pmx700085021.hl 

282987 

132947_1.R1011 

uC-zmflmol7174b05bl 

BLASTX 

g421989 

228 

2.0e-18 

130 
43 

serpin - barley >gi_19071_emb_CAA78822_ (Z15116) protein zx 

[Hordeum vulgare] >gi_44477 8_prf 1908213A protein Zx 

[Hordeum vulgare] 

282988 

132952_1.R1011 

xjt700095727.hl 

BLASTX 

g3549656 

358 

8.0e-34 

165 
48 

(AL031394) putative protein [Arabidopsis thaliana] 
282989 

132961^1. RlOll 

pwf700321780.hl 

BLASTX 



39449 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl091678 
251 

2.0e-21 

105 
50 

activator-like transposable element [Pennisetum glaucum] 



Seq. No. 
Contig ID 
5 '-most EST 



282990 

132966_1.R1011 
uC-zmflmol7174d03bl 



Seq. No. 
Contig ID 
5 '-most EST 



282991 

132967_1.R1011 
uC-zmroteosintell5hl2bl 



Seq, No. 
Contig ID 
5 '-most EST 



282992 

132974__1.R1011 
uwc700156105.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282993 

132982_1.R1011 

uC-zmflmol7174ellbl 

BLASTX 

gl840425 

383 

7.0e-37 

129 

54 

{U36586) alcohol dehydrogenase [Vitis vinifera] 



282994 

132993_1.R1011 

nwy700443820.hl 

BLASTX 

g4262174 

1138 

l.Oe-129 

294 
74 

{AC005508) 9058 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



282995 

132998_1.R1011 
clt700044191.fl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282996 

133022_1.R1011 

wyr700237196.hl 

BLASTX 

g3193297 

479 

3.0e-48 

140 

62 

(AF069298) similar to epoxide hydrolases [Arabidopsis 
thaliana] 



39450 



Seq. No. 


282997 




Contig ID 


133031 1. 


RlOll 


5 '-most EST 


uC-zmflmol7175b07bl 


Method 


BLASTX 




NCBI GI 


g4455231 




BLAST score 


333 




E value 


7.0e-31 




Match length 


82 




% identity 


63 




NCBI Description 


{AL035523) putative 


Seq. No. 


282998 




Contig ID 


133033 1. 


RlOll 


5 '-most EST 


uC-zmflmol7330c02bl 


Seq. No. 


282999 




Contig ID 


133034 1. 


RlOll 


5 '-most EST 


uC-zmflmol7198d08bl 


Method 


BLASTX 




NCBI GI 


gl263160 




BLAST score 


1004 




E value 


l.Oe-109 




Match length 


262 




% identity 


26 




NCBI Description 


(X89226) 


leucine-ri' 




sativa] 




Seq. No. 


283000 




Contig ID 


133038 1. 


, RlOll 


5 '-most EST 


ymt700222965.hl 


Method 


BLASTX 




NCBI GI 


g3915947 




BLAST score 


166 




E value 


2.0e-ll 




Match length 


86 





leucine-rich repeat/receptor protein kinase [Oryza 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

HYPOTHETICAL 34.2 KD PROTEIN IN DING-GLNQ INTERGENIC REGION 
283001 

133039_1. RlOll 
uC-zmflmol7175c03bl 

283002 

133051__1. RlOll 

uC-zmflmol7266c04bl 

BLASTX 

g3746069 

264 

l.Oe-22 

223 

28 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283003 

133053_1. RlOll 
uC-zmflmol7342a01al 



39451 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3355717 

427 

9,0e-79 

180 
88 

(Y13053) seryl-tRNA synthetase [Zea mays] 
283004 

133072_1.R1011 

ntr700072534.hl 

BLASTX 

g3063445 

325 

5,0e-30 

141 

8 

(AC003981) F22013.7 [Arabidopsis thaliana] 
283005 

133086_1.R1011 

xmt700266102.hl 

BLASTX 

g3037013 

148 

3.0e-09 

100 

31 

{AF037448) Gry-rbp [Homo sapiens] 
283006 

133100_1.R1011 

fdz701159518.hl 

BLASTX 

g2829885 

319 

4.0e-29 

87 

64 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
283007 

133127_1.R1011 
uC-zmflmol717 6c02bl 



Seq. No. 

Contig ID 
5* -most EST 



283008 

133137_1.R1011 
uC-2mflmol7176cl2bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283009 

133163_1.R1011 

uC-zmflmol7176f02bl 

BLASTX 

gl762144 

410 

9.0e-40 
221 



39452 



% identity 38 

NCBI Description (U48435) putative cytochrome P450 [Solanum chacoense] 



Seq> No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283010 

133169_1.R1011 

xmt700260621,hl 

BLASTX 

g2292978 

422 

3,0e-41 

148 

59 

(Y10253) pantoate — beta-alanine ligase [Oryza sativa] 
283011 

133184_1.R1011 
uC-zmflmol7176h02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



283012 

133194__1.R1011 

uC-zmflmol717 9a01bl 

BLASTX 

g4582783 

757 

l.Oe-80 

183 

75 

(AJ006752) starch synthase, isoform V [Vigna unguiculata] 
283013 

133202_1.R1011 
uC-zmflmol717 9a09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283014 

133242_1.R1011 

uC-zmflmol7179e07bl 

BLASTX 

g3023751 

145 

8.0e-09 

109 

36 

70 KD PEPTIDYLPROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_107 6772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb__CAA60505__ (X86903) peptidylprolyl isomerase 

[Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



283015 

133244_1.R1011 

uC-zmflmol7259a09bl 

BLASTX 

g4336747 

1089 

l.Oe-119 

238 
92 



39453 



NCBI Description 


(AF104924) unconventional myosin heavy chain [Zea mays] 


Seq. No. 


283016 


Contig ID 


133248 l.RlOll 


5 '-most EST 


uC-zmflmol724 5b07bl 


Seq. No. 


283017 


Contig ID 


133257 l.RlOll 


5 '-most EST 


xmt700263079.hl 


Method 


BLASTX 


•Kin D T P T 




BLAST score 


410 


E value 


6.0e-40 


Match length 


91 


T T 4~ T ^ 

"S iaeni-iLy 


O -J 


NCBI Description 


(AJ005373) protein kinase [Craterostigma plantagineum] 


Seq. No. 


283018 


Contig ID 


133314 l.RlOll 


5 '-most EST 


uC-zmflmol7180d02bl 


Seq. No. 


283019 


Contig ID 


133322 l.RlOll 


5 '-most EST 


uC-zmflmol7180dllbl 


Method 


BLASTX 






BLAST score 


413 


E value 


2.0e-40 


Match length 


102 


% identity 




NCBI Description 


(AC005223) 62134 [Arabidopsis thaliana] 


Seq. No. 


283020 


Contig ID 


133332 l.RlOll 


5 '-most EST 


uC-zmflmol7180e09bl 


Seq. No. 


283021 


Contig ID 


133333 l.RlOll 


5 '-most EST 


xsy700207933.hl 


Method 


BLASTX 






BLAST score 


867 


E value 


l.Oe-93 


Match length 


188 


-6 Identity 


y u 


NCBI Description 


(AF007795) retinoblastoma-related protein 2b [Zea mays 


Seq. No. 


283022 


conrig ilj 




5 '-most EST 


uC-zmfImol7295h04bl 


Seq. No. 


283023 


Contig ID 


133364 l.RlOll 


5 '-most EST 


uC-zmflmol7180h07bl 


Seq. No. 


283024 


Contig ID 


133377_1.R1011 



39454 



® 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73349g01a2 

BLASTX 

g4204282 

490 

3.0e-49 

163 

53 

{AC004146) Hypothetical protein [Arabidopsis thaliana] 
283025 

133411__1.R1011 

uC- zmf Imo 17184f04bl 

BLASTX 

g3885336 

276 

3.0e-24 

181 
39 

(AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283026 

133447_1.R1011 
uC-zmflmol7185a04bl 



Seq. No. 
Contig ID 
5 '-most EST 



283027 

133459_1.R1011 
uC-zmflb73217a08b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283028 

133464_1.R1011 

uC- zmf lmol7 1 8 5bl Ibl 

BLASTX 

g2160694 

207 

3.0e-16 

85 
51 

(U73528) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283029 

133467_1.R1011 
uC-zmflmol7185c02bl 



Seq. No. 
Contig ID 
5 '-most EST 



283030 

133470_1.R1011 
uC-zmflmol7185c05bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
'NCBI GI 
BLAST score 
E value 
Match length 



283031 

133485_1.R1011 

uC-zmflmol7185d09bl 

BLASTX 

g3059131 

327 

3.0e-30 
154 



39455 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



45 

(AJ0Q0478] 



cytochrome P450 [Helianthus tuberosus] 



283032 

133487_1.R1011 

uC-zmflmol7185dllbl 

BLASTX 

gl35053 

371 

2.0e-35 

165 

47 

SULFITE OXIDASE >gi_8 644 0_pir ^A34180 sulfite oxidase (EC 

1.8.3.1), hepatic - chicken 

283033 

133499_1.R1011 

uC-zmflmol718 5el2bl 

BLASTX 

gl504012 

168 

2.0e-ll 

64 

50 

(D86969) similar to Human zinc-finger protein, 
BR140 (PI: JC2069) [Homo sapiens] 

283034 

133503_1.R1011 
uC-zmflmol7185g05bl 

283035 

133506_1.R1011 
uC-zmflmol7185f08bl 



Seq. No. 
Contig ID 
5 '-most EST 



283036 

133559_1.R1011 
uC-zmflmol718 6c05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



283037 

133593_1.R1011 

uC - zmf Imo 17186f05bl 

BLASTX 

g4468991 

143 

9.0e-09 

117 
34 

{AL035605) ribosomal-like protein [Arabidopsis thaliana] 
283038 

133601_1.R1011 
uC-zmflmol718 6g08bl 

283039 

133602_1.R1011 
uC-zmflmol7186g04bl 



39456 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTN 

g3821780 

35 

4.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 
283040 

133617_1.R1011 

fC-zmle700444043f7 

BLASTX 

g2351097 

1102 

l.Oe-121 

275 

72 

(AB006810) ATMRKl [Arabidopsis thaliana] 
283041 

133618_1.R1011 
tzu700201565.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



283042 

133664_1.R1011 

uC-zmflmol7187e03bl 

BLASTX 

g3892055 

769 

5.0e-82 

188 

73 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 

283043 

133672_1.R1011 
uC-zmflmol7 34 4gl0bl 

283044 

133675_1.R1011 
nbm700473713.hl 



Seq. No. 
Contig ID 
5 '-most EST 



283045 

133692_1.R1011 
uC-zmflmol7266a05al 



Seq. No. 
Contig ID 
5 '-most EST 



283046 

133719_1.R1011 
uC-zmroteosintel20f 06b2 



Seq. No. 

Contig ID 
5 '-most EST 



283047 

133731_1.R1011 
uC-zmflmol7190cllbl 



Seq. No. 
Contig ID 



283048 

133747 l.RlOll 



39457 



5 '-most EST 



yyf700351468.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



283049 

133771_1.R1011 
uC-zmflmol7058f09al 

283050 

133790_1.R1011 

clt700045969.fl 

BLASTX 

g575605 

164 

3.0e-ll 

66 

56 

(D42065) cationic peroxidase 
[Nicotiana tabacum] 

283051 

133841_1.R1011 
uC-zmflb73132d09al 

283052 

133844_1.R1011 
uC-zmflmol7192gl2bl 

283053 

133852_1.R1011 
gwl700614444.hl 

283054 

133852_2.R1011 

fC-zmle700579741fl 

BLASTX 

g4191775 

198 

3.0e-15 

110 

54 

(AC005917) putative acyl-CoA 
[Arabidopsis thaliana] 

283055 

133865_1.R1011 
uC-zmflmol7193b03bl 

283056 

133901_1.R1011 
nbm700469369.hl 

283057 

133948^1. RlOll 

uC-zmflmol7195g01bl 

BLASTX 

gl402888 

422 

l.Oe-41 



isozyme 40K precursor 



cholesterol acyltransf erase 



39458 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 
58 

(X98130) unknown [Arabidopsis thaliana] 
283058 

133956_1.R1011 

uC-zmflmol7195g09bl 

BLASTX 

g2623297 

201 

2.0e-15 

124 

38 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi__3790583 (AF079180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283059 

133961_1.R1011 
uC-zmflraol7195h03bl 



Seq. No. 
Contig ID 
5 '-most EST 



283060 

133973_1.R1011 
uC-zmflmol7197allbl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283061 

133986_1.R1011 

uC-zmflmol7204d08bl 

BLASTX 

g3281846 

351 

4.0e-33 

80 

82 

(AJ006404) late elongated hypocotyl 



[Arabidopsis thaliana] 



283062 

133994_1.R1011 

uwc700153956.hl 

BLASTX 

g2243118 

604 

l.Oe-62 

183 

62 

(Y10984) glutathione synthetase [Brassica juncea] 
283063 

134000_1.R1011 
uC-zmflmol7197d05al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



283064 

134060_1.R1011 
xtj700378286.hl 

283065 

134070 l.RlOll 



39459 




5 '-most EST 


uC-zmflmol7289a07bl 


Method 


BLASTX 


NCBI GI 


g3790571 


BLAST score 


IRQ 

loy 


E value 


2.0e-10 


Match length 


52 


% identity 


50 


NCBI Description 


{AF078823) RING-H2 finger protein RHA2b [Arabidopsis 




thaliana] 


Seq. No. 


283066 


Contig ID 


134076 l.RlOll 


5 '-most EST 


xdb700341757.hl 


Method 


BLASTX 


NCBI GrI 


gzz bZX 1^ 


BLAST score 


200 


E value 


2.0e-15 


Match length 


56 


% identity 


62 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq, No. 


283067 


Contig ID 


134104 l.RlOll 


5 '-most EST 


uC-zmflmol7198f06bl 


Method 


BLASTX 


NCBI GI 


g2443881 


BLAST score 


30 6 


E value 


8.0e-28 


Match length 


84 


% identity 


62 


NCBI Description 


( AL-UUz^:: y 4 } conuams oetia rransuucm monr [i^xaDiuopb-Lo 




thaliana] 


Seq. No. 


283068 


Contig ID 


li41zL) l.KlUil 


5 '-most EST 


uC-zmflmol7198gl2bl 


Seq. No. 


283069 


Contig ID 


lo41z3 l.KlUll 


5 '-most EST 


uC-zmflb73166c04al 


Seq. No. 


283070 


Contig ID 


134216 l.RKJll 


5 '-most EST 


uC-zmflmol7199h06bl 


Seq. No. 


283071 


Contig ID 


134220 l.RlOll 


5 '-most EST 


uC-zmflmol7199hl0bl 


Seq. No. 


283072 


Contig ID 


134231 l.RlOll 


5 '-most EST 


uC-zmflmol7201al0bl 


Method 


BLASTX 


NCBI GI 


gll3334 


BLAST score 


194 


E value 


9.0e-31 


Match length 


155 



39460 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



41 

ALPHA- ADAPTIN A (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 
ALPHA-A LARGE CHAIN) (100 KD COATED VESICLE PROTEIN A) 
(PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA A SUBUNIT) 

>gi_90291_pir ^A30111 alpha-adaptin A - mouse 

>gi__49878_emb_CAA33096_ {X14971) alpha-adaptin (A) (AA 
1-977) [Mus musculus] 

283073 

134232_1.R1011 

uC-zmflmol7201allbl 

BLASTX 

g4262174 

594 

8.0e-76 

219 

63 

(AC005508) 9058 [Arabidopsis thaliana] 
283074 

134266_1.R1011 

uC-zmflmol7201dllbl 

BLASTX 

gll75252 

152 

2.0e-09 

90 
37 

HYPOTHETICAL PROTEIN HI0488 >gi_107 4 4 18_pir D64008 

hypothetical protein HI0488 - Haemophilus influenzae 
(strain Rd KW20) >gi_1573468 (U32731) conserved 
hypothetical protein [Haemophilus influenzae Rd] 

283075 

134285_1.R1011 
uC-zmflmol7201fl2bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



283076 

134294_1.R1011 
uC-zmflmol7201g03bl 

283077 

134300_1.R1011 
fdz701166388.hl 



Seq. No. 

Contig ID 
5 '-most EST 



283078 

134304_1.R1011 
uC-zmflmol7201h02bl 



Seq. No. 

Contig ID 
5 '-most EST 



283079 

134319_1.R1011 
uC-zmflmol7202a07bl 



Seq, No. 

Contig ID 
5 '-most EST 
Method 



283080 

134348_1.R1011 

uC-zmflmol7202d02bl 

BLASTX 



39461 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2829910 
168 

l.Oe-11 

162 

30 

{AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283081 

134354_1.R1011 

xyt700346911,hl 

BLASTX 

g2496950 

257 

5.0e-22 

140 

41 

HYPOTHETICAL 41.7 KD PROTEIN F10B5. 
>gi__3875710__emb_CAA88309_ {Z48334) 
elegans] 



2 IN CHROMOSOME II 
F10B5 . 2 [Caenorhabditis 



Seq. No. 

Contig ID 
5 '-most EST 



283082 

134362_1.R1011 

uC-zmflmol7 309cllbl 

BLASTX 

g2130442 

254 

l.Oe-21 

188 

33 

hypothetical protein SPAC8A4.01c - fission yeast 
{Schizosaccharomyces pombe) (fragment) 
>gi_1052534_emb_CAA91511_ (Z66569) unknown 
[Schizosaccharomyces pombe] 

283083 

134370_1.R1011 

uC-zmflmol7 202f02bl 

BLASTX 

g4468812 

389 

2.0e-37 

118 

62 

(AL035601) putative protein [Arabidopsis thaliana] 
283084 

134374_1.R1011 
uC-zmflmol7202f06bl 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



283085 

134375_1.R1011 

rvt700552812.hl 

BLASTX 

g2330651 

675 

8.0e-77 



39462 



Match length 


195 


% identity 




NCBI Description 


(Y14559) topoisomerase II [Pisum sativum] 


Seq. No. 


283086 


Contig ID 


134381 l.RlOll 


5 '-most EST 


uC-zmflmol7202g01bl 


Seq. No. 


283087 


Contig ID 


134382 l.RlOll 


5 '-most EST 


cyk700050862.fl 


Method 


B LASIX 


NCBI GI 


g4587572 


BLAST score 


522 


E value 


5.0e-53 


Match length 


ZZD 


% identity 


50 


NCBI Description 


(AC006550) Similar to gb_U70015 lysosomal trafficking 




regulator from Mus musculus and contains 2 PF 00400 WD40, 




G-beta repeats. ESTs gb T43Joo ana gb AAoyozob come trom 




this gene. [Arabidopsis thaliana] 


Seq. No. 


283088 


Contig ID 


134391 l.RlOll 


5 '-most EST 


fwa700101849.hl 


Seq. No. 


283089 


Contig ID 


134396 l.RlOll 


5 '-most EST 


uC-zmflmol7202h05bl 


Seq. No. 


283090 


Contig ID 


134398 l.RlOll 


5 '-most EST 


uC-zmflmol7202h07bl 


Method 


BLASTN 


NCBI GI 


g507770 


BLAST score 


34 


E value 


3.0e-09 


Match length 


58 


% identity 


90 


NCBI Description 


Zea mays D3L H {+) -transporting ATPase (Mhal) gene, complete 




cds 


Seq. No. 


283091 


Contig ID 


134419 l.RlOll 


5 '-most EST 


uC-zmflmol7204b05bl 


Method 


B LASIX 


NCBI GI 


g426217 6 


BLAST score 


193 


E value 


l.Oe-14 


Match length 


44 


% identity 


73 


NCBI Description 


(AC005508) 18857 [Arabidopsis thaliana] 


Seq. No. 


283092 


Contig ID 


134435 l.RlOll 


5 '-most EST 


uC-zmflmol7204cllbl 



39463 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283093 

134437_1.R1011 
uC-zmflmol7342g06bl 

283094 

134447_1.R1011 

uC-zmflmol7204e01bl 

BLASTX 

g3269292 

242 

2 .Oe-20 

70 

56 

(AL030978) putative protein [Arabidopsis thaliana] 
283095 

134456_1.R1011 
uC-zmflmol7204ellbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283096 

134469_1.R1011 

ntr700077415.hl 

BLASTX 

g3201615 

429 

4.0e-42 

192 
47 

(AC004669) unknown protein [Arabidopsis thaliana] 
283097 

134477_1.R1011 

uC-zmflmol7204g09bl 

BLASTX 

g3860255 

179 

6.0e-13 

79 

47 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
283098 

134477_2.R1011 

cat700022067.rl 

BLASTX 

g3860255 

209 

2.0e-16 

94 

46 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
283099 

134480_1.R1011 
rvt700548921.hl 



Seq. No. 



283100 



39464 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




134488_1.R1011 

uC-zmflmol7204hl0bl 

BLASTX 

g3269290 

318 

5.0e-43 

133 
60 

(AL030 978) putative receptor 
thaliana] 

283101 

134498__1.R1011 
ymt700222407.hl 

283102 

134500_1.R1011 

xyt700343076.hl 

BLASTX 

gll77022 

422 

3.0e-41 

241 
37 

HYPOTHETICAL PROTEIN KIAA0052 
283103 

134506_1.R1011 
xsy700211779.hl 

283104 

134509_1.R1011 

uC-zmflmol7215b07bl 

BLASTX 

g4006856 

648 

l.Oe-67 

210 

61 

(Z99707) receptor kinase-like 
thaliana] 

283105 

134513_1.R1011 
uC-zmflb73260c01b2 

283106 

134549_1.R1011 

wen700333194.hl 

BLASTX 

g2194119 

159 

4.0e-ll 

52 

53 

(AC002062) No definition line 




like kinase [Arabidopsis 



protein [Arabidopsis 



found [Arabidopsis thaliana] 



39465 



II 



Seq. No. 

Contig ID 
5 '-most EST 



283107 

134556_1.R1011 
uC-zinroteosinte057e09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



283108 

134566_1.R1011 

nwy700444175.hl 

BLASTX 

g4581207 

866 

7.0e-96 

255 

68 

{Y17914) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 

283109 

134566_2.R1011 
nbm700473264.hl 



Seq, No. 
Contig ID 
5 '-most EST 



283110 

134573_1.R1011 
uC-zmflmol7215h05bl 



Seq. No. 
Contig ID 
5 '-most EST 



283111 

134643_1.R1011 
uC-2mflmol7217f08bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



283112 

134645_1.R1011 
uC-zmflmol7217fl0bl 

283113 

134671^2. RlOll 

uC-zmroteosinte028a0 6bl 

BLASTX 

g4454464 

447 

2.0e-44 

124 

60 

(AC006234) unknown protein [Arabidopsis thaliana] 
283114 

134682_1.R1011 

uC-2mflmol7219b01bl 

BLASTN 

g3925238 

41 

l.Oe-13 

116 

85 

Zea mays 6-phosphogluconate dehydrogenase isoenzyme A gene, 
partial cds 

283115 

134684 l.RlOll 



39466 



11 



5 • -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



uC-zmroteosinte006bllbl 

BLASTX 

g2772934 

646 

2.0e-67 

197 

59 

(AF0303571 
thaliana] 



C-8,7 sterol isomerase; aSIl [Arabidopsis 



283116 

134685_1.R1011 
uC-zmflmol7307f09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



283117 

134696_1.R1011 
nwy700447833.hl 

283118 

134708_1.R1011 

tzu700205964.hl 

BLASTX 

g4220527 

185 

2.0e-13 

130 

38 

(AL035356) putative protein [Arabidopsis thaliana] 
283119 

134713_1.R1011 
uC-zmflmol7219e02bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283120 

134742_1.R1011 

uC- zmf Imo 17219gl0bl 

283121 

134747__1,R1011 

uC- zmf Imo 1 7 2 1 9h 0 3b 1 

BLASTN 

g507770 

58 

l.Oe-23 

130 
86 

Zea mays D3L H (+) -transporting ATPase (Mhal) 
cds 



gene, complete 



Seq. No. 
Contig ID 
5 '-most EST 



283122 

134755_1.R1011 
uC-zmflmol7219hl2bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



283123 

134780_1.R1011 

uC-zmflmol7330g05bl 

BLASTX 



39467 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g3810592 
424 

2.0e-41 

153 

56 

(AC005398) unknown protein [Arabidopsis thaliana] 
283124 

134812_1.R1011 

uC-zmflmol7220f04bl 

BLASTX 

g4185794 

281 

7.0e-27 

92 

66 

{AF097025) cysteine desulfurase [Homo sapiens] 
283125 

134841_1.R1011 

uC-zmflmol7221a03bl 

BLASTX 

g4490756 

327 

2.0e-30 

103 
55 

(AL035708) hypothetical protein [Arabidopsis thaliana] 
283126 

134848_1.R1011 

rvl700455223.hl 

BLASTX 

gl769895 

159 

8.0e-ll 

38 

74 

{X96598) CaLB protein [Arabidopsis thaliana] 
283127 

134851_1.R1011 
uC-zmflmol7221b01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283128 

134853_1,R1011 

uC-zmflb73063bllal 

BLASTX 

gl22772 

263 

8.0e-23 

106 

57 

TRANSCRIPTION FACTOR HBP-IB >gi_100809__pir S15347 

transcription factor HBP-lb - wheat >gi__21635__emb_CAA40102_ 
(X56782) HBP-lb [Triticum aestivum] 



39468 



Seq. No. 


283129 


Contig ID 


lo4ooo l.KlUll 


5 '-most EST 


mwy700441870,hl 


Seq. No. 


283130 


Contig ID 


134861 l.RlOll 


5 '-most EST 


uC-zmflmol7 056g03al 


Seq. No. 


283131 


Contig ID 


134865 l.RlOll 


5 '-most EST 


pmx700085254.hl 


Method 


BLASTX 


NCBI GI 


g3024577 


JdLAo i score 


on 
z f o 


E value 


5.0e-24 


Match length 


135 


% identity 


48 


NCBI Description 


nUFihjUbUA rKvjinjilN KUUbil oriUjiiin 




gene product [Zea mays] 


Seq. No. 


283132 


Contig ID 


1 J4o /3 1 . RlUll 


5 '-most EST 


uC-zmflmol7221cl2bl 


Seq. No. 


283133 


Contig ID 


134888 l.RlOll 


5 '-most EST 


uC-zmflmol7287g04bl 


Seq. No. 


283134 


Contig ID 


134890 l.RlOll 


5 '-most EST 


fC-zmfl700350123f2 


Method 


BLASTX 


NCBI GI 


g4 OO yjo 1 


BLAST score 


151 


E value 


9.0e-10 


Match length 


111 


% identity 


36 


NCBI Description 


{AC006585) hypothetical prote 


Seq. No. 


283135 


Contig ID 


134916 l.RlOll 


5 '-most EST 


cjh700196212.hl 


Method 


BLASTX 


NCBI GI 


g4 iDC>l04 


BLAST score 


804 


E value 


8.0e-86 


Match length 


335 


% identity 


53 


NCBI Description 


(AF115482) topoisomerase I [N 


Seq. No. 


283136 


Contig ID 


134924 l.RlOll 


5 '-most EST 


uC-zmflmol7222b08bl 


Seq. No. 


283137 


Contig ID 


134948 l.RlOll 


5 '-most EST 


cyk700050842.fl 



1 >gi 1008879 {L44133) RSI 



[Nicotiana tabacum] 



39469 



Seq. No. 
Contig ID 
5 '-most EST 



283138 

134949_1.R1011 
uC-zinfliuol7344dllbl 



Seq. No. 

Contig ID 
5 '-most EST 



283139 

134956_1.R1011 
uC-zmflmol7222e09bl 



Seq. No. 
Contig ID 
5 '-most EST 



283140 

134960_1,R1011 
uC-zmflmol7222f01bl 



Seq. No. 

Contig ID 
5 '-most EST 



283141 

134962_1.R1011 
uwc700156233.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



283142 

134994_1.R1011 
yyf700350705.hl 

283143 

134998_1.R1011 
ntr700073339.hl 



Seq. No. 
Contig ID 
5 '-most EST 



283144 

135043_1.R1011 
uC-zmflmol7223e07bl 



Seq. No. 
Contig ID 
5 '-most EST 



283145 

135059_1.R1011 
uC-zmflmol7223fl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283146 

135076_1.R1011 
uC-zmflmol7223h08bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



283147 

135076^2. RlOll 
xsy700208820.hl 

283148 

135076_3.R1011 
ceu700430309.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283149 

135081_1.R1011 

uC-zmflmol7227a02bl 

BLASTX 

gl001382 

537 

8.0e-55 

105 

98 

(D64006) hypothetical protein [Synechocystis sp. 



Seq. No. 



283150 



39470 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135082_1.R1011 

uC-zmflmol7227a03bl 

BLASTX 

gl652097 

830 

5.0e-89 

156 
99 

(D90902; 
sp. ] 



cobyrinic acid a,c-diamide synthase [Synechocystis 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283151 

135084_1.R1011 

uC-zmflmol7227allbl 

BLASTX 

gl652558 

1113 

l.Oe-122 

215 

98 

(D90906) hypothetical protein [Synechocystis sp.] 
283152 

135085__1.R1011 

uC-zmflmol7227a07bl 

BLASTX 

gl653081 

153 

8.0e-10 

151 

26 

(D90910) sensory transduction histidine kinase 
[Synechocystis sp.] 

283153 

135087_1.R1011 

uC-zmflmol7227a09bl 

BLASTX 

gl652840 

659 

3.0e-69 

129 
98 

(D90908) hypothetical protein [Synechocystis sp.] 
283154 

135088__1.R1011 

uC-zmflmol7227al0bl 

BLASTX 

gl001724 

474 

2.0e-48 

102 

95 

(D64004) phytoene dehydrogenase [Synechocystis sp.] 



Seq. No. 



283155 



39471 



Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135091_1.R1011 

uC-zmflmol7227b01bl 

BLASTX 

gl001131 

1014 

l.Oe-110 

211 

93 

{D64001) hypothetical protein [Synechocystis sp.] 
283156 

135092_1.R1011 

uC-zmflmol7227b02bl 

BLASTX 

gl653017 

906 

4.0e-98 

174 

98 

{D90910) hypothetical protein [Synechocystis sp.] 
283157 

135093_1.R1011 

uC-zmflmol7227b03bl 

BLASTN 

gl001701 

467 

O.Oe+00 

498 

99 

Synechocystis sp. PCC6803 complete genome, 23/27, 
2868767-3002965 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283158 

135095_1.R1011 

uC-zmflmol7227b06bl 

BLASTX 

gl652975 

783 

8.0e-84 

162 
89 

(D90910) hypothetical protein [Synechocystis sp.] 
283159 

135097_1.R1011 

uC-zmflmol7227b08bl 

BLASTN 

gl652225 

589 

0. Oe+00 

629 

98 

Synechocystis sp. PCC6803 complete genome, 6/27, 
630555-781448 



Seq. No, 



283160 



39472 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135100_1.R1011 

uC-zmflmol7227c01bl 

BLASTX 

g2492853 

1237 

l.Oe-137 

240 

99 

ACETYLORNITHINE AMINOTRANSFERASE (ACOAT) 
>gi_1652236_dbj_BAA17159_ (D90904) N-acetylornithine 
aminotransferase [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283161 

135103_1.R1011 

uC-zmflmol7227c04bl 

BLASTX 

g3122978 

642 

4.0e-67 

141 

88 

PROBABLE TRNA 

(5-METHYLAMINOMETHYL-2-THIOURIDYLATE) -METHYLTRANSFERASE 
>gi_1652889_dbj_BAA17807_ (D90909) hypothetical protein 
[Synechocystis sp . ] 

283162 

135107_1.R1011 

uC- zmf Imo 17227c09bl 

BLASTN 

gl001200 

634 

O.Oe+OO 

638 

100 

Synechocystis sp. PCC6803 complete genome, 22/27, 
2755703-2868766 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283163 

135109_1.R1011 

uC-zmflmol7227cllbl 

BLASTN 

gl653477 

252 

l.Oe-140 

276 

98 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



283164 

135110_1.R1011 

uC-zmflmol7225cl2al 

BLASTX 

gl652015 

460 

7.0e-66 



39473 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



176 
71 

(D90901) hypothetical protein [Synechocystis sp.] 
283165 

135112_1.R1011 

uC-zmflmol7227d02bl 

BLASTX 

gl001282 

610 

4.0e-63 

183 

79 

(D64003) polyA polymerase [Synechocystis sp.] 
283166 

135113_1.R1011 

uC-zmflmol7227d03bl 

BLASTX 

gl651718 

781 

l.Oe-83 

151 
99 

(D90899) phosphoribosylformyl glycinamidine synthetase II 
[Synechocystis sp. ] 

283167 

135114__1,R1011 

uC-zmflmol7227d04bl 

BLASTX 

g2493959 

1131 

l.Oe-124 

218 

99 

CYTOCHROME B6 >gi_6834 92_emb_CAA8 3452_ (Z31580) cytochrome 
b6 subunit of the cytochrome b6f complex [Synechocystis 
PCC6803] >gi_1001522_dbj_BAA10149_ (D64000) cytochrome b6 

[Synechocystis sp.] >gi_1094 919_prf 2107182A cytochrome b6 

[Synechocystis sp . ] 

283168 

135115_1.R1011 

uC-zmflmol7227d05bl 

BLASTX 

g3287752 

440 

l.Oe-43 

92 
96 

PREC0RRIN-6X REDUCTASE >gi_16517 91__dbj_BAA16718_ (D90900) 
hypothetical protein [Synechocystis sp.] 

283169 

135116_1.R1011 
uC-zmflmol7 227d06bl 



39474 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl651650 

177 

4.0e-95 

197 
98 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 
283170 

135117_1.R1011 

uC-2mflmol7227d07bl 

BLASTX 

g2493483 

388 

2,0e-37 

77 

96 

GLYCEROL KINASE (ATP : GLYCEROL 3- PHOSPHOTRANSFERASE) 
(GLYCEROKINASE) (GK) >gi_165344 0_dbj__BAA18354_ (D90913) 
glycerol kinase [Synechocystis sp.] 

283171 

135118_1.R1011 

uC-zmflmol7227d08bl 

BLASTX 

g2496800 

666 

l.Oe-69 

129 

98 

HYPOTHETICAL 35.3 KD PROTEIN SLL1285 

>gi__1652294_dbj_BAA17217_ (D90904) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283172 

135119__1.R1011 

uC-zmflmol7227d09bl 

BLASTX 

gl652249 

782 

3.0e-83 

152 

98 

(D90904) hypothetical protein [Synechocystis sp.] 



283173 

135120_1.R1011 

uC-zmflmol7227dl0bl 

BLASTX 

gl001273 

943 

l.Oe-102 

174 
99 

(D64 003) dTDP-glucose 



4, 6-dehydratase [Synechocystis sp.] 



Seq. No. 



283174 



39475 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135121_1.R1011 

uC-zmflmol7227dllbl 

BLASTN 

gl652844 

509 

O.Oe+00 

546 

98 

Synechocystis sp. PCC6803 complete genome, 11/27, 
1311235-1430418 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283175 

135122_1.R1011 

uC-zmflmol7227dl2bl 

BLASTX 

gl652478 

1017 

l.Oe-111 

194 

97 

(D90905) hypothetical protein [Synechocystis sp. 





o t: • LN \ J . 


283176 






135123 l.RlOll 


fH 


E;i_-moc;+- F.ST 


uC-zmflmol7227e01bl 




Mpt hod 


BLASTX 


"„ 

y = 


LN ^ O -L O J. 


gl001594 




JD J-jjTiO ± o u J- c; 


880 




E value 


4.0e-95 




Match length 


176 




% identity 


98 




NCBI Description 


(D64000) sensory transduct 






[Synechocystis sp. ] 




Seq. No. 


283177 




Contig ID 


135126 l.RlOll 




5 '-most EST 


uC-zmflmol7227e04bl 




Method 


BLASTX 




NCBI GI 


gl653935 




BLAST score 


247 




E value 


6.0e-21 




Match length 


70 




% identity 


73 




NCBI Description 


(D90917) hypothetical prot 




Seq. No. 


283178 




Contig ID 


135128 l.RlOll 




5 '-most EST 


uC-2mflmol7227e06bl 




Seq. No. 


283179 




Contig ID 


135129 l.RlOll 




5 '-most EST 


uC-zmflmol7227e07bl 




Method 


BLASTX 




NCBI GI 


gl653109 




BLAST score 


803 




E value 


2.0e-89 




Match length 


200 



39476 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■■ NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(D90911) hypothetical protein [Synechocystis sp.] 
283180 

135132_1.R1011 

uC-zmflmol7227el0bl 

BLASTX 

gl651820 

510 

l.Oe-51 

113 
91 

{D90900) hypothetical protein [Synechocystis sp.] 
283181 

135136__1.R1011 

uC-zmflmol7229a03al 

BLASTX 

gl653548 

574 

5.0e-59 

115 

99 

(D90914) hypothetical protein [Synechocystis sp.] 
283182 

135138__1.R1011 

uC-zmflmol7 227f06bl 

BLASTX 

g2500385 

1231 

l.Oe-136 

264 

94 

30S RIBOSOMAL PROTEIN SI HOMOLOG A 
>gi_1652650_dbj_BAA17570_ (D90907) 
[Synechocystis sp.] 



30S ribosomal protein SI 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283183 

135142_1.R1011 

uC-zmflmol7227f lObl 

BLASTX 

gl651887 

1419 

l.Oe-158 

274 

100 

(D90900) hypothetical protein [Synechocystis sp,] 
283184 

135143_1.R1011 

uC-zmflmol7227fllbl 

BLASTX 

gl653640 

885 

l.Oe-95 
166 



39477 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

{D90915) serine/threonine protein kinase [Synechocystis 
sp. ] 

283185 

135144_1.R1011 

uC-zmflmol7227g01bl 

BLASTX 

gl001400 

706 

9.0e-75 

158 
90 

(D63999) chemotaxis protein CheA [Synechocystis sp.] 
283186 

135146_1.R1011 

uC-zmflmol7227g04bl 

BLASTX 

gl001731 

548 

4.0e-56 
119 
94 

(D64004) 
sp. ] 



low affinity sulfate transporter [Synechocystis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



283187 

135149_1.R1011 

uC-zmflmol7227g07bl 

BLASTX 

gl652815 

626 

2.0e-65 

127 

94 

[D90908) cell-cell signaling protein, C-factor 
[Synechocystis sp.] 

283188 

135152_1.R1011 

uC-zmflmol7227gl0bl 

BLASTX 

g3915583 

1320 

l.Oe-146 

274 
94 

HYPOTHETICAL SUGAR KINASE SLR0537 >gi_l 00134 0_dbj_BAAl 08 27_ 
(D64006) hypothetical protein [Synechocystis sp.] 

283189 

135153_1.R1011 

uC-zmflmol7227gllbl 

BLASTX 

g3023895 

491 



39478 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

KICBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



2.0e-49 

104 

88 

PROBABLE GLUTAREDOXIN SLR1562 >gi__16537 90_dbj_BAA187 01_ 
{D90916) glutaredoxin [Synechocystis sp.] 

283190 

135154_1.R1011 

uC-zmflmol7227gl2bl 

BLASTX 

g97638 

971 

l.Oe-105 

192 
98 

translation elongation factor G - Synechocystis sp 
>gi_46483_einb_CAA4 6277_ (X65159) elongation factor G 
[Synechocystis PCC6803] 

283191 

135158_1.R1011 

uC-zmflmol7227h04bl 

BLASTX 

gl652601 

462 

2.0e-46 

106 
88 

(D90906) hypothetical protein [Synechocystis sp.] 
283192 

135159_1.R1011 

uC-zmflmol7227h05bl 

BLASTX 

g3257120 

162 

7.0e-ll 

152 
26 

(AP000003) 230aa long hypothetical protein [Pyrococcus 
horikoshii] 

283193 

135160_1.R1011 

uC-zmflinol7227h0 6bl 

BLASTX 

gl006592 

814 

9.0e-89 

179 

96 

{D64005) magnesium and cobalt transport protein 
[Synechocystis sp.] 

283194 

135166_1.R1011 
uC-zmflmol7227hl2bl 



39479 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl651718 

1343 

l.Oe-149 

257 
99 

(D90899) phosphor ibosylformyl glycinamidine synthetase II 
[Synechocystis sp.] 

283195 

135168_1.R1011 

uC-zmflmol7229a02bl 

BLASTX 

gl346061 

822 

2,0e-88 

168 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE 1 (GAPDH 1) 

(GAP-1) >gi_1084175__pir S54150 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Synechocystis sp. (PCC 6803) 
>gi_785044_emb_CAA60134_ (X86375) glyceraldehyde 
3-phosphate dehydrogenase (phosphorylating) [Synechocystis 
sp. ] 

283196 

135172_1.R1011 

uC-zmflmol7 22 9a08bl 

BLASTX 

g732097 

206 

4.0e-16 

95 
42 

HYPOTHETICAL 53.0 KD PROTEIN IN lADA-MCRD INTERGENIC REGION 

(F470) >gi_1361109_pir S56565 hypothetical protein f470 - 

Escherichia coli >gi_537181 (U14003) ORF_f470 [Escherichia 
coli] >gi_1790797 {AE000504) putative regulator 
[Escherichia coli] 



Seq. No. 

Contig ID 
5 '-most EST 



283197 

135174_1.R1011 
uC-zmflmol7255hl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283198 

135179__1.R1011 

uC-zmflmol7229b04bl 

BLASTN 

gl652956 

640 

O.Oe+00 

699 

98 

Synechocystis sp. PCC6803 complete genome, 12/27, 
1430419-1576592 



Seq. No. 



283199 



39480 



Contig ID 135181_1 . RlOll 

5 » -most EST uC-zmf Imol7229b06bl 

Method BLASTX 

NCBI GI gl001819 

BLAST score 342 

E value 4.0e-42 

Match length 171 

% identity 58 ^ ■ i 

NCBI Description (D64005) cation efflux system protein [Synechocystis sp.J 

Seq, No. 283200 

Contig ID 135182_1 . RlOll 

5 » -most EST uC-zmf Imol7229b08bl 

Method BLASTX 

NCBI GI gl653747 

BLAST score 566 

E value 4.0e-58 

Match length 127 

% identity 88 . 

NCBI Description (D90916) phycobilisome core component [Synechocystis sp.J 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 283202 

Contig ID 135186_1 . RlOll 

5 '-most EST uC-zmf lmol7229bl2bl 

Method BLASTX 

NCBI GI gl001743 

BLAST score 1539 

E value l.Oe-172 

Match length 311 

% identity 95 

NCBI Description (D64004) protochlorophyllide oxido-reductase [Synechocystis 
sp. ] 

Seq. No. 283203 

Contig ID 135187_1 . RlOll 

5 '-most EST uC-zmf Imol7229c01bl 

Method BLASTX 

NCBI GI gll8451 

BLAST score 1011 

E value l.Oe-110 

Match length 198 

% identity 91 

NCBI Description FATTY ACID DESATURASE (DELTA 12 DESATURASE) 

>gi_97671_pir S11519 stearoyl-CoA desaturase (EC 

1.14.99.5) - Synechocystis sp >gi_40652_emb_CAA37584_ 



283201 

135184_1. RlOll 
uC- zmf Imo 17229bl0bl 
BLASTN 
gl652618 
645 

O.Oe+00 
645 
100 

Synechocystis sp. PCC6803 complete genome, 9/27, 
1056467-1188885 



39481 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(X53508) fatty acid desaturase [Synechocystis sp.] 
>gi_1653254_dbj_BAAl8169_ (D90912) fatty acid desaturase 

[Synechocystis sp.] >gi_227121_prf 1614346A desA gene 

[Synechocystis sp.] 

283204 

135188_1.R1011 

uC-zmflmol7229c02bl 

BLASTX 

gl001756 

775 

8.0e-83 

170 
94 

(D64004) sensory transduction histidine kinase 
[Synechocystis sp.] 

283205 

135190__1.R1011 

uC-zmflmol7229c05bl 

BLASTX 

g3024871 

780 

4.0e-83 

192 

77 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAAl0206_ (D64000) ABCl-like [Synechocystis 
sp. ] 

283206 

135192_1.R1011 
uC-2mflmol7229c08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283207 

135193_1.R1011 

uC-zmflmol7230b06al 

BLASTX 

gl652730 

560 

2.0e-57 

110 
98 

(D90908) hypothetical protein [Synechocystis sp.] 
283208 

135194_1.R1011 

uC-zmflmol7229cl0bl 

BLASTX 

gl723171 

835 

2.0e-89 

171 

92 

PUTATIVE AMMONIUM TRANSPORTER SLL0537 

>gi_1001374_dbj_BAA10864_ (D64006) ammonium transport 
protein Amtl [Synechocystis sp.] 



39482 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283209 

135196_1.R1011 

uC-zmflmol7229d02bl 

BLASTX 

gl652157 

894 

l.Oe-96 

195 

91 

(D90903) mercuric reductase [Synechocystis sp.] 
283210 

135197_1.R1011 

uC-zmflmol722 9d04bl 

BLASTX 

gl653940 

596 

l.Oe-104 

243 

93 

(D90917) ATP-binding protein [Synechocystis sp.] 
283211 

135198_1.R1011 

uC-zmflmol7228c04al 

BLASTX 

gl001827 

649 

8.0e-68 

140 

91 

(D64005) sensory transduction histidine kinase 
[Synechocystis sp.] 

283212 

135202_1.R1011 

uC-zmflmol7229dllbl 

BLASTN 

gl653836 

616 

O.Oe+00 

636 

99 

Synechocystis sp. PCC6803 complete genome, 27/27, 
3418852-3573470 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283213 

135203_1.R1011 

uC-zmflmol7255fQlal 

BLASTX 

gl652978 

423 

3.0e-43 

93 
99 

(D90910) hypothetical protein [Synechocystis sp. 



39483 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283214 

135206_1.R1011 

uC-zinflmol7229e03bl 

BLASTX 

gl001241 

803 

4.0e-86 

165 

(D64003) hypothetical protein [Synechocystis sp.] 
283215 

135207_1.R1011 

uC-zmflmol7229e04bl 

BLASTN 

gl653715 

686 

O.Oe+00 

735 

98 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283216 

135211_1,R1011 

uC-zmflmol7229e08bl 

BLASTX 

gl653629 

1487 

l.Oe-166 

314 

93 

(D90915) hypothetical protein [Synechocystis sp.] 
283217 

135212_1.R1011 

uC-zmflmol7229e09bl 

BLASTX 

gl652841 

493 

l.Oe-49 

100 
97 

(D90908) sensory transduction histidine kinase 
[Synechocystis sp. ] 

283218 

135213__1.R1011 

uC-zmflmol722 9el0bl 

BLASTX 

gl652187 

623 

1. Oe-64 

143 

86 

(D90903) ABC transporter [Synechocystis sp.] 



39484 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283219 

135214_1.R1011 

uC-zmflmol7229ellbl 

BLASTX 

gl653858 

703 

8.0e-82 

166 

98 

(D90917) haemolysin secretion ATP-binding protein 
[Synechocystis sp.] 

283220 

135215_1.R1011 

uC-zmflmol7229el2bl 

BLASTX 

gl652965 

709 

5.0e-75 

178 

82 

(D90910) acetyl coenzyme A acetyltransf erase (thiolase) 
[Synechocystis sp.] 

283221 

135216_1.R1011 

uC-zmflmol7229f01bl 

BLASTX 

gl653116 

758 

8,0e-81 

144 

100 

(D90911) hypothetical protein [Synechocystis sp.] 
283222 

135217_1.R1011 

uC-zmflmol7229f02bl 

BLASTN 

gl651768 

624 

O.Oe+00 

742 

96 

Synechocystis sp . PCC6803 complete genome, 2/27, 
133860-271599 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



283223 

135218_1.R1011 

uC-zmflmol7229f03al 

BLASTX 

gl653480 

499 

9.0e-51 

101 

99 



39485 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



(D90914) phosphoenolpyruvate carboxylase [Synechocystis 
sp, ] 

283224 

135219_1.R1011 

uC-zinflmol722 9f04bl 

BLASTX 

gl001255 

453 

l.Oe-44 

107 

76 

(D64003) hypothetical protein [Synechocystis sp.] 
283225 

135221_1.R1011 
uC-zmflmol7229f06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



283226 

135223__1.R1011 

uC-zmflmol7229f09bl 

BLASTX 

gl651873 

946 

l.Oe-103 

171 
99 

(D90900) 4-alpha-glucanotransf erase [Synechocystis sp.] 
283227 

135225_1.R1011 

uC~zmflmol7229fllbl 

BLASTX 

gl001820 

846 

6.0e-91 

156 

100 

(D64005) hypothetical protein [Synechocystis sp.] 
283228 

135227_1.R1011 

uC-zmflmol7229g02bl 

BLASTX 

g538869 

654 

8.0e-69 

122 
100 

replication protein A - Synechocystis sp. plasmid pCA2 . 4 
>gi_290013 {L13739) replication initiation protein 
[Cyanobacterium synechocystis] 

283229 

135231_1.R1011 

uC-zmflmol7229g06bl 

BLASTX 



39486 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915410 
920 

2.0e-99 

224 
84 

HYPOTHETICAL 74.4 KD PROTEIN SLL1021 

>gi_1652020_dbj_BAA1694 6___ (D90901) hypothetical protein 
[Synechocystis sp.] 

283230 

135232_1.R1011 

uC-zmflmol7229g07bl 

BLASTX 

g2829610 

531 

5.0e-54 

102 

99 

DNA/PANTOTHENATE METABOLISM FLAVOPROTEIN HOMOLOG 

>gi 1653027_dbj_BAA17944_ (D90910) pantothenate metabolism 

flavoprotein [Synechocystis sp.] 

283231 

135234_1.R1011 

uC-zmflmol722 9gl0bl 

BLASTX 

g461732 

449 

l.Oe-44 

90 

99 

10 KD CHAPERONIN (PROTEIN CPNIO) (PROTEIN GROES) 

>gi 348350_pir ^A44425 heat shock protein groES - 

Synichocystis sp, (PCC 6803) >gi_2874 62_dbj_BAA0217 9_ 
(D12677) GroES [Synechocystis sp.] 

283232 

135235_1.R1011 

uC-zmflmol7229gllbl 

BLASTN 

gl001200 

968 

O.Oe+00 

972 

100 

Synechocystis sp. PCC6803 complete genome, 22/27, 
2755703-2868766 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



283233 

135244_1.R1011 

uC-zmflmol722 9h08bl 

BLASTX 

gl651666 

784 

8.0e-84 

171 

95 



39487 



NCBI Description 



(D90899) ferric aerobactin receptor [Synechocystis sp.] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



283234 

135246_1.R1011 
uC-zmflmol7229hl0bl 

283235 

135248_1.R1011 

uC-zmflmol7229hl2bl 

BLASTN 

gl001701 

474 

O.Oe+00 

485 
100 

Synechocystis sp. PCC6803 complete genome, 23/27, 
2868767-3002965 

283236 

135251_1.R1011 

uC-zmflmol7230allbl 

BLASTX 

gl001495 

485 

l.Oe-48 

115 
84 

(D64000) UDP-3-0- [3-hydroxymyristoyl] glucosamine 
n-acyltransferase [Synechocystis sp.] 

283237 

135251_2.R1011 

uC-zmflmol7230a06bl 

BLASTX 

gl350688 

198 

2.0e-15 

47 

87 

50S RIBOSOMAL PROTEIN L20 >gi_10014 96_dbj_BAA10121_ 
(D64000) 50S ribosomal protein L20 [Synechocystis sp. 

283238 

135258_1.R1011 

uC- zmf Imol 7 2 30b0 3bl 

BLASTX 

gl001236 

1066 

l.Oe-117 

231 

94 

(D64003) hypothetical protein [Synechocystis sp.] 
283239 

135259_1.R1011 

uC-zmflmol7230b04bl 

BLASTX 



39488 



NCBI GI 


gl653767 


BLAST score 


782 


-LJ V \Jft. _L LJ. X-F- 


1 . Oe-83 


Match length 


155 


% identity 


98 


NCBI Description 


(D90916) oligopeptidase A [Synechocystis 


Seq. No. 


283240 


Contig ID 


135264 l.RlOll 


5 '-most EST 


uC-zmfTmol7230bllbl 


Seq. No. 


283241 


Contig ID 


135265 l.RlOll 


5 '-most EST 


uC-zmflmol7230bl2al 


Mp^thod. 


BLASTX 


NCBI GI 


g2500952 


BLAST score 


735 


E value 


3.0e-78 


Match lenath 


144 


% identity 


97 


NCBI Description 


SUN PROTEIN (FMU PROTEIN) >gi 1652035 dbj 




(D90902) fmu and frav protein [Synechocyst 


C • L\\J * 


283242 


Contig ID 


135266 l.RlOll 


5 '-most EST 


uC-zmfTmol7230c01al 


Method 


BLASTN 


NCBI GI 


gl653715 


BLAST score 


179 


E value 


2,0e-96 


Match length 


187 


% identity 


99 


NCBI Description 


Synechocystis sp. PCC6803 complete genome 




3270710-3418851 


Sea. No. 


283243 


Contig ID 


135267 2.R1011 


5 '-most EST 


uC-zmfTmol7230c02bl 


Seq, No. 


283244 


Contig ID 


135270 l.RlOll 


5 '-most EST 


uC-zmflmol7230c05bl 


Method 


BLASTX 


NCBI GI 


gl652563 


BLAST score 


575 


"P Vr3 1 1] P 

4—1 V CI J- d ^ 


2 Oe-59 


Mfltph 1 pnath 


130 


idpntitv 


89 


NCBI Description 


{D90906) RfbJ protein [Synechocystis sp.] 


kj C • LI \^ . 


283245 


Contig ID 


135273 l.RlOll 


5 '-most EST 


uC-zmflmol7230c08bl 


Method 


BLASTX 


NCBI GI 


gl653153 


BLAST score 


940 


E value 


l.Oe-102 



BAA16960 



26/27, 



39489 



Match length 206 

% identity 94 . ^ i 

NCBI Description (D90911) acriflavin resistance protein [Synechocystis sp.J 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283246 

135275_1.R1011 

uC-zinflmol7230cl0bl 

BLASTX 

gl001714 

244 

8.0e-21 
51 
92 

(D64004) 
sp. ] 



general secretion pathway protein E [Synechocystis 



Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



283247 

135276_1.R1011 
uC-2mflmol7230cllbl 

283248 

135277_1.R1011 

uC-zmflmol7230cl2bl 

BLASTX 

gl653765 

786 

l.Oe-87 

209 

59 

{D90916) aspartate kinase [Synechocystis sp . ] 
283249 

135278_1.R1011 

uC-zmflmol7230d01al 

BLASTX 

gl652811 

402 

4 .Oe-39 

81 
100 

(D90908) glucose dehydrogenase [Synechocystis sp.] 
283250 

135279_1.R1011 

uC-zmflmol7230d02bl 

BLASTX 

gl651968 

551 

2.0e-56 

116 

89 

(D90901) hypothetical protein [Synechocystis sp.] 
283251 

135281_1.R1011 

uC-zmflmol7230d04bl 

BLASTN 



39490 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl653836 
431 

O.Oe+00 

709 

100 

Synechocystis sp. 
3418852-3573470 



PCC6803 complete genome, 21/21, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283252 

135282_1.R1011 

uC-zmflmol7230d05bl 

BLASTX 

g4376185 

491 

2.0e-49 

183 

53 

(AF001355) hybrid histidine protein kinase-phosphate 
acceptor regulatory protein CvgSY [Pseudomonas syringae pv. 
syringae] 

283253 

135283_1.R1011 

uC- zmf Imo 1 7 2 3 0 dO 6b 1 

BLASTX 

g2496196 

179 

7.0e-13 

143 

36 

HYPOTHETICAL PROTEIN MJECS02 >gi_212 9058_pir B64516 

hypothetical protein MJECS02 - Methanococcus jannaschii 
plasmid pURB801 >gi_1522636 (L77119) M. jannaschii 
predicted coding region MJECS02 [Methanococcus jannaschii] 

283254 

135284__1.R1011 

uC-zmflmol7230d07bl 

BLASTX 

g3023705 

790 

l.Oe-84 

163 
94 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) 

>gi_1653839_dbj_BAA187 49_ (D90917) enolase [Synechocystis 
sp.] 

283255 

135286_1.R1011 

uC-zmflmol7230d09bl 

BLASTX 

g2500005 

816 

l.Oe-91 

181 



39491 



NCBI Description PHOSPHORIBOSYLGLYCINAMIDE FORMYLTRANSFERASE 2 (GART 2) (GAR 
TRANSFORMYLASE 2) (5 ' -PHOSPHORIBOSYLGLYCINAMIDE 
TRANS FORMYLASE 2) (FORMATE- DEPENDENT GAR TRANSFORMYLASE) 
>gi_558138 (L36958) giycinamide ribonucleotide 
transformylase [Synechocystis sp,] 
>gi_1652885_dbj_BAA17803_ (D90909) giycinamide 
ribonucleotide transformylase [Synechocystis sp.] 



Seq. No. 283256 

Contig ID 135287_1 . RlOll 

5 '-most EST uC-zmf Imol7230dl0bl 

Method BLASTX 

NCBI GI g2126522 

BLAST score 947 

E value l.Oe-102 

Match length 171 

% identity 99 . . • -n^r^^onos 

NCBI Description desaturase delta 15 - Synechocystis sp. (straxn PCC6803) 
>gi 600598 dbj BAA02924_ (D13780) delta 15 desaturase 
[SyHechocystis'sp.] >gi_1653388_dbj_BAA18302_ (D90913) 
delta 15 desaturase [Synechocystis sp.] 



Seq. No. 283257 

Contig ID 135288_1 . RlOll 

5 '-most EST uC-zmf lmol7230dllbl 

Method BLASTX 

NCBI GI gl652652 

BLAST score 841 

E value 2,0e-90 

Match length 184 

% identity 90 

NCBI Description (D90907) RecF protein [Synechocystis sp.] 
283258 

135290_1. RlOll 
uC-zmflmol7230e03bl 
BLASTN 
gl001200 
596 

O.Oe+00 
688 
96 

Synechocystis sp. PCC6803 complete genome, 22/27, 
2755703-2868766 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 283259 

Contig ID 135291_1 .RlOll 

5 '-most EST uC-zmf Imol7230e04bl 

Method BLASTX 

NCBI GI gl652042 

BLAST score 453 

E value 5.0e-45 

Match length 172 

% identity 53 _ 

NCBI Description (D90902) lipophilic protein [Synechocystis sp.] 



39492 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283260 

135292_1.R1011 

uC-zmflmol7230e05bl 

BLASTX 

gl652437 

445 

l.Oe-111 

228 

98 

(D90905) ABC transporter [Synechocystis sp.] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283261 

135296_1.R1011 

uC-zmflmol7230e09bl 

BLASTX 

gl001461 

408 

3.0e-40 

81 
18 

(D63999) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
•NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



283262 

135300_1.R1011 

uC-zmflmol7 230f01bl 

BLASTX 

gl006612 

532 

2.0e-54 

148 

75 

(D64005) phospho-N-acetylmuramoyl-pentapeptide-transf eras e 
[Synechocystis sp. ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283263 

135301_1.R1011 

uC-zmflmol7256a04al 

BLASTX 

gl001771 

630 

l.Oe-65 

143 
86 

{D64004) hypothetical protein [Synechocystis sp.] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283264 

135302_1,R1011 

uC-zmflmol7230f04bl 

BLASTX 

gl651899 

204 

9.0e-16 

47 

87 

(D90901) hypothetical protein [Synechocystis sp.] 



Seq. No. 



283265 



39493 



Contig ID 135303_1 . RlOll 

5 '-most EST uC-zmf lmol7230f 05bl 

Method BLASTX 

NCBI GI gl653770 

BLAST score 410 

E value 6.0e-40 

Match length 81 

% identity 99 

NCBI Description (D90916) hypothetical protein [Synechocystis sp.] 
283266 

135304_1, RlOll 
uC-zmflmol7251d09al 
BLASTN 
gl651650 
740 

O.Oe+00 
756 
99 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 283267 

Contig ID 135312_1 . RlOll 

5 '-most EST uC-zmf Imol7230g02al 

Method BLASTN 

NCBI GI gl652956 

BLAST score 141 

E value 9.0e-74 

Match length 165 

% identity 96 

NCBI Description Synechocystis sp. PCC6803 complete genome, 12 
1430419-1576592 



Seq. No. 283268 

Contig ID 135323_1 . RlOll 

5 '-most EST uC-zmf Imol7230h02bl 

Method BLASTX 

NCBI GI gl001384 

BLAST score 396 

E value 7.0e-39 

Match length 90 

% identity 93 

NCBI Description (D64006) hypothetical protein [Synechocystis sp.] 

Seq. No. 283269 

Contig ID 135326_1 . RlOll 

5 '-most EST uC-zmf Imol7230h06al 

Method BLASTX 

NCBI GI gl652483 

BLAST score 397 

E value l.Oe-38 

Match length 7 4 

% identity 99 

NCBI Description (D90905) hypothetical protein [Synechocystis sp.] 



Seq. No. 283270 

Contig ID 135328_1 . RlOll 



39494 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



uC-zmflmol7230h09bl 

BLASTX 

gl653465 

342 

5.0e-32 

68 
97 

(D90913) mannose-l-phosphate guanyltransf erase 
[Synechocystis sp.] 

283271 

135330_1,R1011 

uC'zmflmol7230hllbl 

BLASTN 

gl652618 

488 

O.Oe+00 

512 

99 

Synechocystis sp. PCC6803 complete genome, 9/21, 
1056467-1188885 

283272 

135331_1.R1011 

uC-zmflmol7230hl2bl 

BLASTX 

gl652639 

1165 

l.Oe-131 

292 

88 

(D90907) sensory transduction histidine kinase 
[Synechocystis sp.] 



283273 

135333_1.R1011 
uC-zmflmol7235a02bl 

283274 

135335_1.R1011 
uC-zmflmol7 28 9f04bl 

283275 

135339_1.R1011 

uC-zmflmol7235a09bl 

BLASTX 

g550542 

769 

4.0e-82 

178 
87 

(X81831) cytochrome P450 
>gi_l 8 5 0 9 0 3_emb_CAA7 2196 
mays] 

283276 

135341 l.RlOll 



[Zea mays] 
[Y11368) cytochrome p450 



39495 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7235allbl 

BLASTX 

gl32166 

186 

6.0e-14 

77 

56 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_8 1660_pir S04048 

ribulose-bisphosphate carboxylase activase precursor ■ 
Arabidopsis thaliana >gi_l 64 7 l_emb_CAA32 4 2 9_ (X14212) 
rubisco activase (AA 1 - 473) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283277 

135361_1.R1011 
uC-zmflmol7235cl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283278 

135367_1.R1011 

uC-zmflmol7235d04bl 

BLASTX 

gl402906 

430 

4.0e-43 

127 

72 

{X98314) peroxidase [Arabidopsis thaliana] 

>gi_44 68 977_emb_CAB38291_ (AL035605) peroxidase, prxr2 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283279 

135388_1.R1011 
uC-zmflmol7235f02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283280 

135392_1.R1011 

uC- zmf Irrio 1 7 2 3 5 f 0 6b 1 

BLASTX 

g4454480 

457 

2.0e-50 

216 
47 

(AC006234) putative (1-4) 
[Arabidopsis thaliana] 



-beta-mannan endohydrolase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283281 

135402_1.R1011 

xsy700214854 .hi 

BLASTN 

g3821780 

36 

2.0e-10 

36 
100 

Xenopus laevis cDNA clone 2 7A6-1 



39496 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283282 

135408_1.R1011 

uC-zmflb73257h05b3 

BLASTX 

g2833390 

845 

6.0e-91 

200 
77 

GLYCOGEN (STARCH) SYNTHASE PRECURSOR (GBSSII) 
(GRANULE-BOUND STARCH SYNTHASE II) >gi_887 649_einb_CAA6124 1_ 
(X87988) glycogen (starch) synthase [Solanum tuberosum] 



Seq. No. 

Contig ID 
5 '-most EST 



283283 

135410_1.R1011 
uC-zmflmol7235gl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283284 

135410_2.R1011 
uC-zmflb73253a02al 



Seq. No. 
Contig ID 
5 '-most EST 



283285 

135416_1.R1011 
uC-zmflmol7235h07bl 



Seq. No, 
Contig ID 
5 '-most EST 



283286 

135423_1.R1011 
uC-zmflmol7 300g05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283287 

135446_1.R1011 

ntr700073712.hl 

BLASTX 

g3831463 

265 

5.0e-23 

137 

39 

(AC005700) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283288 

135484__1.R1011 
uC-zmflb73235al0b2 



Seq, No. 
Contig ID 
5 '-most EST 



283289 

135485__1.R1011 
uC-zmflmol7236hl0bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



283290 

135489_1.R1011 

pmx700091906.hl 

BLASTX 

gll70089 

178 

7.0e-13 

125 

44 



39497 



NCBI Description 



EC 



GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi 481822_pir ^339542 probable glutathione transferase 

2.5T1.I8) Tclone ERD13) - Arabidopsis thaliana 
>gi 497789__dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283291 

135504_1.R1011 

uC-zmflmol7238b07bl 

BLASTX 

g3641661 

462 

7.0e-46 

183 

49 

(AB008519) high affinity nitrate transporter [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



283292 

135509_1.R1011 
uC-zmflmol7238bl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283293 

135544_1.R1011 
uC-zmflmol7238ellbl 



Seq. No. 

Contig ID 
5 '-most EST 



283294 

135554_1.R1011 
uC-zmflmol7234fllal 



Seq. No. 
Contig ID 
5 '-most EST 



283295 

135561_1.R1011 
uC-zmflmol7238g08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283296 

135603_1.R1011 

uC-zmflmol7240c03bl 

BLASTX 

g2191134 

163 

9.0e-ll 

182 

34 

(AF007269) contains weak similarity to Galectin-3 binding 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283297 

135629_1.R1011 

uC-zmflmol72 40e07bl 

BLASTX 

g4544383 

443 

7.0e-44 

171 
54 

(AC007047) hypothetical protein [Arabidopsis thaliana] 



39498 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283298 

135644_1.R1011 

tzu700202977.hl 

BLASTX 

g4582448 

204 

l.Oe-15 

49 
82 

(AC007071) putative preprotein translocase SecY subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283299 

135653_1.R1011 
uC-zmflmol7240gl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



283300 

135670_1.R1011 
uC-zmflmol7242a03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283301 

135680_1.R1011 

hbs701184454.hl 

BLASTX 

g2618698 

635 

2.0e-66 

150 

85 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283302 

135695_1.R1011 
uC-zmflmol7242c05bl 



Seq. No. 

Contig ID 
5 '-most EST 



283303 

135698_1.R1011 
uC-zmflmol7242c08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283304 

135709_1.R1011 

uC-zmflmol7242d09bl 

BLASTX 

g4585972 

361 

4.0e-34 

107 

63 

(AC005287) Putative ATPase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283305 

135716_1.R1011 
uC-zmflmol7242e06bl 



Seq. No. 
Contig ID 
5 '-most EST 



283306 

135725__2.R1011 
yyf700352010.hl 



39499 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283307 

135733__1.R1011 
uC-zmflmol7242g01bl 

283308 

135750_1.R1011 

uwc700151767.hl 

BLASTX 

g4559380 

186 

2.0e-14 

55 

60 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

283309 

135751_1.R1011 

uC-zmroteosinte019a08bl 

BLASTX 

gl931638 

353 

3.0e-33 

200 
47 

(U95973) transcription factor RUSH-lalpha isolog 
[Arabidopsis thaliana] 

283310 

135755_1.R1011 

uC-zmflmol7242hl2bl 

BLASTX 

g4191785 

353 

4.0e-33 

131 

55 

{AC005917) putative hydrolase [Arabidopsis thaliana] 
283311 

135758^1. RlOll 

uC- zmf lmol72 4 5a0 3bl 

283312 

135789^1. RlOll 

cjh700195890.hl 

BLASTX 

g2651300 

143 

3.0e-09 

71 

45 

(AC002336) putative initiator tRNA 
phosphor ibosyl-transf erase [Arabidopsis thaliana] 



Seq. No. 



283313 



39500 



Contig ID 


135797_1 . RlOll 


5 '-most EST 


uC-zmf Imol735 9c09al 


Seq, No. 


283314 


Contig ID 


135798 1. RlOll 


5 -most EST 


gct7011 67273 .hi 


Method 


BLASTX 


NCBI GI 


g3075397 


BLAST score 


156 


E value 


3 . Oe-10 


Match length 


68 


% identity 


47 


NCBI Description 


(AC004484) hypothetical prote. 


Seq. No. 


283315 


Contig ID 


135799_1. RlOll 


5 -most EST 


yyf 700350812 .hi 


Seq. No. 


283316 


Contig ID 


135811_1. RlOll 


5* -most EST 


uC-zmf Imol7245g04bl 


Seq. No. 


283317 


Contig ID 


135832_1. RlOll 


5 '-most EST 


uC- zmf Imo 17246a01bl 


Seq. No. 


283318 


Contig ID 


135846 1. RlOll 


5 '-most EST 


uC - zmf Imo 1724 6b04bl 


Method 


BLASTX 


NCBI GI 


g3063697 


BLAST score 


259 


E value 


6.0e-22 


Match length 


93 


% identity 


62 


NCBI Description 


{AL022537) putative myb-prote. 




thaliana] 


Seq. No. 


283319 


Contig ID 


135851_1. RlOll 


5 '-most EST 


uC-zmf Imol7421g05al 


Seq. No. 


283320 


Contig ID 


135887_1 .RlOll 


5 '-most EST 


uC-zmf lmol7246f 09bl 


Method 


BLASTX 


NCBI GI 


g2244855 


BLAST score 


218 


E value 


9. Oe-18 


Match length 


72 


% identity 


61 


NCBI Description 


(Z97337) hypothetical protein 


Seq. No. 


283321 


Contig ID 


135897 1. RlOll 


5 '-most EST 


gwl700612732.hl 


Method 


BLASTX 



[Arabidopsis 



39501 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g2245378 
589 

2.0e-61 

171 

68 

{U83245) auxin response factor 1 [Arabidopsis thaliana] 
283322 

135898_1.R1011 

uC-zmflinol724 6gllbl 

BLASTX 

g3924611 

301 

3.0e-27 

172 

42 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
283323 

135933_1.R1011 
uC-zmflmol7248c04bl 



Seq. No. 
Contig ID 
5 '-most EST 



283324 

135955^1. RlOll 
uC-zmflmol72 92d06bl 



Seq. No. 
Contig ID 
5 '-most EST 



283325 

135956_1.R1011 
uC-zmflmol72 48e05bl 



Seq. No. 
Contig ID 
5 '-most EST 



283326 

135989_1.R1011 
uC-zmflmol7248h03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283327 

136006_1.R1011 

uC-zmflmol7255a08bl 

BLASTN 

gl653604 

205 

l.Oe-111 

310 

96 

Synechocystis sp. PCC6803 complete genome, 17/27, 
2137259-2267259 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283328 

136011_1.R1011 

uC-zmflmol7255b02bl 

BLASTX 

g2495539 

159 

2.0e-10 

116 

34 

HYPOTHETICAL 58.9 KD 
>gi 1773140 {U82664) 



PROTEIN IN TESB-HHA INTERGENIC REGION 
similar to the 60.8kd protein in 



39502 



li 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SSB-SOXS intergenic region [Escherichia coli] >gi_1786662 
{AE000152) orf, hypothetical protein [Escherichia coli] 

283329 

136013_1.R1011 

uC-zmflmol7255bllbl 

BLASTX 

g2689699 

216 

4.0e-17 

114 

42 

(AF034786) modification subunit [Lactococcus lactis bv. 
diacetylactis] 

283330 

136016_1.R1011 

uC-zmflmol7255cl2bl 

BLASTX 

gl652331 

787 

l.Oe-87 

199 
88 

(D90904) NADH dehydrogenase subunit 5 [Synechocystis sp.] 
283331 

136023_1.R1011 

uC-zmflmol7255f04bl 

BLASTX 

gl208477 

682 

9.0e-72 

139 

96 

(D64004) hypothetical protein [Synechocystis sp.] 
283332 

136026__1.R1011 

uC-2mfimol7255g02bl 

BLASTN 

gl652956 

437 

O.Oe-t-00 

449 

99 

Synechocystis sp. PCC6803 complete genome, 12/27, 
1430419-1576592 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283333 

136040__1.R1011 

uC-2mflmol7256a02bl 

BLASTX 

gl652841 

844 

7.0e-91 
170 



39503 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(D90908) sensory transduction histidine kinase 
[Synechocystis sp . ] 

283334 

136043__1.R1011 

uC-zmflmol7256a05bl 

BLASTX 

gl653694 

660 

5.0e-69 

145 

88 

(D90915) hypothetical protein [Synechocystis sp.] 
283335 

136044_1.R1011 

uC- zmf Imo 17256cl2bl 

BLASTX 

g2492989 

577 

2.0e-59 

113 

97 

ARGININOSUCCINATE SYNTHASE ( CI TRULLINE— ASPARTATE LIGASE) 
>gi_1653931__dbj_BAA18841_ (D90917) argininosuccinate 
synthetase [Synechocystis sp.] 

283336 

136045_1.R1011 

uC-zmflmol7256a07bl 

BLASTX 

gl001304 

761 

3.0e-81 

143 

98 

(D64006) hypothetical protein [Synechocystis sp.] 
283337 

136050_1.R1011 

uC- zmf Imo 17256al2bl 

BLASTN 

gl653715 

387 

O.Oe+00 

435 

98 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



283338 

136052_1.R1011 

uC-zmflmol7256b02bl 

BLASTN 

gl653715 

528 



39504 



E value 
Match length 
% identity 
NCBI Description 



O.Oe+00 

569 

98 

Synechocystis sp» PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No, 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



283339 

136053_1.R1011 

uC - zmf Imo 1 7 2 5 6b 0 3b 1 

BLASTX 

gl653249 

675 

7.0e-71 

128 

99 

(D90912) hypothetical protein [Synechocystis sp,] 
283340 

136054^1, RlOll 

uC-zmflmol725 6b04bl 

BLASTX 

gl001219 

633 

6.0e-66 

128 
96 

(D64003) hypothetical protein [Synechocystis sp.] 
283341 

136055_1.R1011 

uC-zmflmol7256b05bl 

BLASTN 

gl653715 

597 

O.Oe+00 
641 

98 , . 

Synechocystis sp. PCC6803 complete genome, 2 6/27, 
3270710-3418851 

283342 

136056_1.R1011 

uC-zmflmol7256b07bl 

BLASTX 

g2500139 

1375 

l.Oe-153 

273 
100 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF-1) 

>gi_1653916_dbj__BAA18826_ (D90917) peptide chain release 
factor [Synechocystis sp.] 

283343 

136057_1.R1011 

uC-zmflmol7256b08bl 

BLASTX 



39505 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl653498 
811 

5.0e-87 

191 

65 

(D90914) ABC transporter [Synechocystis sp.] 
283344 

136061_1.R1011 

uC-2mflmol7256bl2bl 

BLASTN 

gl001102 

544 

O.Oe+00 

572 

99 

Synechocystis sp. PCC6803 complete genome, 20/27, 
2539000-2644794 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283345 

136066_1.R1011 

uC-zmflmol7251f06al 

BLASTX 

gl652896 

766 

9.0e-82 

167 
92 

(D90909) hypothetical protein [Synechocystis sp.] 
283346 

136067_1.R1011 

uC-zmflmol7256c07bl 

BLASTN 

gl001779 

633 

O.Oe+00 

674 
78 

Synechocystis sp, PCC6803 complete genome, 24/27, 
3002966-3138603 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 



283347 

136070_1.R1011 

uC-zmflmol7 256cl0bl 

BLASTX 

g2120953 

238 

8.0e-20 

117 

44 

0RF2 - Alcaligenes eutrophus >gi_695280 (L36817) 0RF2 

[Alcaligenes eutrophus] >gi_10934 67_prf 2104199H ORE 2 

[Ralstonia eutropha] 

283348 

136074 l.RlOll 



39506 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 
Method 



uC-zmflmol7256d03bl 

BLASTX 

glOOlllT 

424 

l.Oe-41 

93 

86 

(D64001) glycolate oxidase subunit GlcD [Synechocystis sp.] 
283349 

136075_1.R1011 

uC-2mflmol7256d04bl 

BLASTX 

gl001462 

761 

4.0e-81 

149 
34 

(D63999) hypothetical protein [Synechocystis sp.] 
283350 

136076_1.R1011 

uC-zmflmol7256d05bl 

BLASTX 

gl652783 

291 

7.0e-26 

60 

93 

{D90908) hypothetical protein [Synechocystis sp.] 
283351 

136077_1.R1011 

uC- zmf lmol7 25 6d0 6bl 

BLASTX 

gl653057 

1113 

l.Oe-122 

246 

92 

(D90910) hypothetical protein [Synechocystis sp.] 
283352 

136083_1.R1011 

uC-zmflmol7 256dl2bl 

BLASTX 

gl651934 

712 

2,0e-75 

136 
99 

{D90901) hypothetical protein [Synechocystis sp.] 
283353 

136084_1.R1011 

uC-zmflmol7256e01bl 

BLASTN 



39507 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl652844 
539 

O.Oe+00 

631 

96 

Synechocystis sp. PCC6803 complete genome, 11/27, 
1311235-1430418 



Seq. No, 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283354 

136085__1,R1011 

uC-zmflmol7256e02bl 

BLASTX 

gl652837 

742 

l.Oe-79 

178 

25 

(D90908) hypothetical protein [Synechocystis sp.] 
283355 

136087_1.R1011 

uC-zmflmol725 6e04bl 

BLASTN 

gl653083 

471 

O.Oe+OO 

515 

98 

Synechocystis sp. PCC6803 complete genome, 13/27, 
1576593-1719643 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283356 

136098_1.R1011 

uC-zmflmol725 6f03bl 

BLASTN 

gl651768 

207 

l,0e-113 

235 
98 

Synechocystis sp. PCC68Q3 complete genome, 2/27, 
133860-271599 



Seq, No, 
Contig ID 
5 '-most EST 



283357 

136101_1.R1011 
uC-zmflmol7256f06bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283358 

136105_1,R1011 

uC-zmflmol7256fllbl 

BLASTN 

gl653836 

739 

O.Oe+00 

759 

99 

Synechocystis sp. PCC6803 complete genome, 27/27, 



39508 



3418852-3573470 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283359 

136107_1.R1011 

uC-zmflinol7256g01bl 

BLASTX 

g2313556 

383 

l.Oe-36 

206 

40 

(AE000560) conserved hypothetical protein [Helicobacter 
pylori 26695] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283360 

136108_1.R1011 

uC-2mflmol7256g02bl 

BLASTX 

gl477448 

165 

2.0e-ll 
34 

97 

[X96599) magnesium chelatase 



[Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283361 

136109_1.R1011 

uC-2mflmol7256g03bl 

BLASTN 

gl001612 

569 

0. Oe+00 

588 

99 

Synechocystis sp. PCC6803 complete genome, 21/27, 
2644795-2755702 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283362 

136110_1.R1011 

uC-zmflmol7256g04bl 

BLASTN 

gl653604 

475 

0. Oe+00 

499 

99 

Synechocystis sp. PCC6803 complete genome, 
2137259-2267259 



17/27, 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283363 

136111_1.R1011 

uC-zmflmol7256g05bl 

BLASTN 

gl652225 

456 

0. Oe+00 
468 



39509 



% identity 

NCBI Description 



99 

Synechocystis sp. 
630555-781448 



PCC6803 complete genome, 6/27, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283364 

136124_1.R1011 

uC- zmf Imo 17256h07bl 

BLASTN 

gl653477 

494 

O.Oe+00 

513 

99 

Synechocystis sp, PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283365 

136126_1.R1011 

uC-zmflmol7256hl0bl 

BLASTN 

gl653715 

499 

O.Oe+00 

599 

95 

Synechocystis sp. PCC6803 complete genome, 26/27, 
3270710-3418851 



Seq. No. 

Contig ID 
5 '-most EST 



283366 

136134_1.R1011 
uC-zmflmol7257al2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283367 

136182_1.R1011 
uC-zmflmol7257el0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283368 

136190_1.R1011 

wyr700238707.hl 

BLASTX 

g3176664 

161 

8.0e-ll 

65 

51 

(AC004393) Contains similarity to beta scruin gb_Z47541 
from Limulus polyphemus. ESTs gb_T04493 and gb_AA585955 
come from this gene. [Arabidopsis thaliana] 

283369 

136220_1.R1011 

uC-zmflmol7258a04bl 

BLASTX 

g4531442 

465 

l.Oe-46 
131 



39510 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 



# • 

67 

(AC006224) hypothetical protein [Arabidopsis thaliana] 



283370 

136228_1.R1011 
uC-zmflmol7258al2bl 

283371 

136239_1,R1011 
uC-zmflmol7309hllbl 

283372 

136282_1.R1011 
uC-2mflmol7258fllbl 

283373 

136286_1.R1011 

uC-zmflmol7258g03bl 

BLASTX 

g3894187 

193 

l.Oe-14 

40 
90 

[AC005662) hypothetical protein 



[Arabidopsis thaliana] 



283374 

136305_1.R1011 

uC-2mflmol7258hl2bl 

BLASTX 

g3790658 

163 

4.0e-ll 

135 
34 

(AF098999) contains similarity to ABC transporters (Pfam: 
ABC_tran. hmm, score: 39.7 6) [Caenorhabditis elegans] 

283375 

136362_1.R1011 

ceu700427172.hl 

BLASTX 

g3142300 

175 

6.0e-13 

69 

52 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

283376 

136440__1.R1011 
uC-zmflmol7261e08bl 

283377 

39511 



Contig ID 
5 '-most EST 



136459_1.R1011 
nbra700467085,hl 



Seq. No, 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



283378 

136464_1.R1011 
uC-zmflmol7261gl2bl 

283379 

136471_1.R1011 
uC-zmflmol72 61h08bl 



Seq. No. 
Contig ID 
5 '-most EST 



283380 

136483_1.R1011 
uC-zmflmol7270d02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



283381 

136512_1.R1011 

uC-zmflmol7181f07bl 

BLASTX 

g2062176 

251 

2.0e-21 

60 

75 

(AC001645) Myb-related transcription activator (MybStl) 
isolog [Arabidopsis thaliana] 

283382 

136513_1.R1011 
uC-zmflmol7262d04bl 



Seq. No. 
Contig ID 
5 '-most EST 



283383 

136516_1.R1011 
tfd700570238.hl 



Seq. No. 
Contig ID 
5' -most EST 



283384 

136537_1.R1011 
uC-zmflmol7262f09bl 



Seq. No. 
Contig ID 
5 '-most EST 



283385 

136550_1.R1011 
rvt700552739.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 ' -most EST 



283386 

136551_1.R1011 
wyr700241322.hl 

283387 

136552_1.R1011 
nbm700471545.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



283388 

136565_1.R1011 

uC-zmflb73155g09b2 

BLASTX 

g3832528 

170 



39512 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-11 

55 
64 

(AF100167) 



unknown [Glycine max] 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283382 

136576_1.R1011 

wyr700238628.hl 

BLASTX 

g4204268 

339 

4.0e-32 

92 
72 

(AC005223) 62134 [Arabidopsis thaliana] 
283390 

136607_1.R1011 

uC-zmflmol7263e01bl 

BLASTX 

g461753 

150 

4 .Oe-09 
41 

73 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_41977 3_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

283391 

136619_1.R1011 
uC-zmflmol7263f02bl 

283392 

136637_1.R1011 

uC-zmflmol7265d05bl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
283393 

136650_1.R1011 

uC-zmflmol7263hllbl 

BLASTX 

g3776084 

152 

7.0e-10 

51 
51 

(Y18251) NtN2 [Medicago truncatula] 



39513 



Seq. No, 


283394 


Contig ID 


136667 l.RlOll 


5 '-most EST 


pmx700089155.hl 


Method 


BLASTX 






BLAST score 


814 


E value 


2.0e-87 


Match length 


172 


% identity 


92 


NCBI Description 


(AL035679) kines 


Seq. ISIo. 


283395 


Contig ID 


136671 l.RlOll 


5 '-most EST 


nwy700447218,hl 


Method 


BLASTX 


NCBI GI 


gl946355 


BLAST score 


640 


E value 


6.0e-67 


Match length 


183 


% identity 


66 


NCBI Description 


(U93215) maize t 



[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283396 

136686_1.R1011 

nbm700474872.hl 

BLASTN 

gl68654 

65 

9,0e-28 

256 

82 

Zea mays ADP glucose pyrophosphorylase (shrunken-2) gene, 
complete cds 



Seq. No. 

Contig ID 
5 '-most EST 



283397 

136687_1.R1011 
uC-zmflmol72 65d03bl 



Seq. No, 
Contig ID 
5 '-most EST 



283398 

136695_1.R1011 
uC-zmflmol7265dl2bl 



Seq. No. 

Contig ID 
5 '-most EST 



283399 

136710_1.R1011 
uC-zmflmol7265f05bl 



Seq. No. 
Contig ID 
5 '-most EST 



283400 

136715_1.R1011 
uC-zmflmol72 65fl0bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



283401 

136751_1.R1011 
uC-2mflmol72 66b01bl 
BLASTX 
g3452263 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



934 

l.Oe-101 

237 
77 

(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most ^ST 



283402 

136754_1.R1011 
ymt700219285.hl 

283403 

136759_1.R1011 

uC-zmflmol7266bl0bl 

BLASTX 

gl255448 

541 

2.0e-55 

150 
71 

(D50468) mitogen-activated protein kinase [Arabidopsis 
thaliana] 

283404 

136774_1.R1011 

uwc700151083.hl 

BLASTX 

g3241943 

753 

3.0e-80 

162 

82 

(AC004625) hypothetical protein [Arabidopsis thaliana] 
283405 

136783_1.R1011 
fwa700098530.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283406 

136796_1,R1011 
pmx700087760.hl 

283407 

136814_1.R1011 
wyr700235453.hl 

283408 

136841_1.R1011 

uC-zmflmol7267b06bl 

BLASTX 

g4115379 

232 

4.0e-33 

176 
47 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



39515 



II 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283409 

136846_1.R1011 

pmx700090817.hl 

BLASTX 

g3805765 

201 

2.0e-15 

90 

52 

(AC005693) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283410 

136856_1.R1011 
ypc700803470.hl 



Seq. No. 

Contig ID 
5 '-most EST 



283411 

136863_1.R1011 
uC-zmflmol72 67d05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283412 

136866_1.R1011 

ntr700072768.hl 

BLASTX 

g2494119 

155 

l.Oe-21 

94 
65 

(AC00237 6) EST gb_T04104 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283413 

136868_1.R1011 

uC-zmflmol7267dllbl 

BLASTX 

g4263825 

298 

l.Oe-26 

272 

33 

(AC006067) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283414 

136869_1.R1011 
uC-zmflmol7267dl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283415 

136873_1.R1011 

qmh700026164.fl 

BLASTX 

g3319876 

637 

3.0e-70 

210 

62 

(AJ007791) Msh3 protein [Arabidopsis thaliana] 



39516 



Seq. No. 283416 

Contig ID 136901_1 , RlOll 

5 '-most EST uC-zmf linol72 67gl2bl 

Seq. No. 283417 

Contig ID 136902_1 . RlOll 

5 '-most EST uC-zmf Imol7267h01bl 

Method BLASTX 

NCBI GI g2262157 

BLAST score 525 

E value 2.0e-53 

Match length 17 9 

% identity 60 

NCBI Description (AC002329) putative ligand-gated ion channel protein 
[Arabidopsis thaliana] 



Seq. No. 


283418 


Contig ID 


136912 1. RlOll 


5 '-most EST 


uC-2mflmol7267hl2bl 


Seq. No. 


283419 


Contig ID 


136937 1. RlOll 


5 '-most EST 


uC-zmflb73259h01al 


Seq. No. 


283420 


Contig ID 


136986 1. RlOll 


5 '-most EST 


uC-zmflmol7268g07bl 


Seq. No. 


283421 


Contig ID 


137009 1. RlOll 


5 '-most EST 


uC-zmflmol7269a07bl 


Seq. No. 


283422 


Contig ID 


137025 1. RlOll 


5 '-most EST 


xsy700208434.hl 


Seq. No. 


283423 


Contig ID 


137051 1. RlOll 


5 '-most EST 


uC-zmflmol7269e02bl 


Seq. No. 


283424 


Contig ID 


137088 1. RlOll 


5 '-most EST 


uC-zmflmol7269h06bl 


Seq. No. 


283425 


Contig ID 


137092 1. RlOll 


5 '-most EST 


xmt700263250.hl 


Method 


BLASTX 


NCBI GI 


g2252632 


BLAST score 


397 


E value 


3.0e-38 


Match length 


193 


% identity 


45 



NCBI Description (U95973) Barley Mlo protein isolog [Arabidopsis thaliana] 
Seq. No. 283426 



39517 



Contig ID 
5 '-most EST 



137111_1.R1011 
uC-zmflmol7398hl0al 



Seq. No. 

Contig ID 
5 '-most EST 



283427 

137177_1.R1011 
uC-zmflmol7271a02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



283428 

137190_1.R1011 

uwc700151370.hl 

BLASTX 

g421941 

770 

8.0e-82 

188 

81 

GTP-binding protein, ras-related - common tobacco 

>gi__2 96878_emb_CAA50609_ (X71609) ras-related GTP-binding 

protein [Nicotiana tabacum] 

283429 

137190_2.R1011 
ceu700425007.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



283430 

137241__1.R1011 

cyk700048764,fl 

BLASTX 

g4039153 

178 

8.0e-13 

43 

70 

(AF104221) low temperature and salt responsive protein 
LTI6A [Arabidopsis thaliana] >gi_4325217_gb__AAD17302_ 
(AF122005) hydrophobic protein [Arabidopsis thaliana] 

283431 

137247_1.R1011 
xyt700346239.hl 

283432 

137264_1.R1011 
uC-zmflmol7273b03bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283433 

137266_1.R1011 
pmx700087493.hl 

283434 

137279_1.R1011 

uC-zmflmol7273c07bl 

BLASTN 

g3411265 

55 

5.0e-22 
71 
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% identity 

NCBI Description 



94 

Zea mays pullulanase-type starch debranching enzyme (zpul) 
mRNA, complete cds 



Seq. No. 


283435 


Contig ID 


137284 2.R1011 


5 '-most EST 


uer700580219.hl 


Seq. No. 


283436 


Contig ID 


137291 l.RlOll 


5 '-most EST 


uC-zmflmol727 3d09bl 


beq . iNO . 


Z O Oft ^ / 


Contig ID 


137294 l.RlOll 


5 '-most EST 


gwl700612676.hl 


Method 


BLASTX 


NCBI GI 


COOT "71 

glo 1 /i 


BLAST score 


469 


E value 


5.0e-47 


Match length 


156 


% identity 


62 


NCBI Description 


{U63815) AT. I. 24-9 gene 


Seq. No. 


283438 


Contig ID 


137342 l.RlOll 


5 '-most EST 


uC-zmflmol7277a06bl 


Seq. No. 


283439 


Contig ID 


137343 l.RlOll 


5 '-most EST 


uC-zmflmol7 277a07bl 


Method 


BLASTX 


NCBI GI 


gl709758 


BLAST score 


171 


E value 


5.0e-12 


Match length 


49 


% identity 


71 


NCBI Description 


PROTEASOME COMPONENT C2 



gene product [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



(MACROPAIN SUBUNIT C2 ) 
(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C2 ) 
>gi_1066151__dbj_BAA07128_ (D37886) proteasome C2 subunit 
[Oryza sativa] 

283440 

137374__1.R1011 
uC-zmflmol7277d05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283441 

137407_1,R1011 

cat700021488,rl 

BLASTX 

g3927827 

155 

4 .Oe-10 

101 
37 

(AC005727) osmotin-like protein precursor [Arabidopsis 
thaliana] 



39519 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



283442 

137410_1.R1011 

uC-zmflmol7277g07bl 

BLASTX 

g2104908 

301 

2.0e-39 

121 

73 

(Y07632) potassium channel [Zea mays] 
283443 

137426__1.R1011 

pmx700085714.hl 

BLASTX 

g3287679 

627 

l.Oe-113 

305 
70 

(AC003979) T22J18.6 [Arabidopsis thaliana] 
283444 

137434_1.R1011 
uer700580207.hl 



Seq. No. 

Contig ID 
5 '-most EST 



283445 

137438_1.R1011 
uwc700150430.hl 



Seq. No. 

Contig ID 
5 '-most EST 



283446 

137440_1.R1011 
uC-zmflmol7278b06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283447 

137449_1.R1011 

uC-zmflmol7 278c06bl 

BLASTX 

gl931641 

355 

2.0e-33 

173 
44 

(U95973) unknown protein [Arabidopsis thaliana] 
283448 

137453_1.R1011 

uC-zmflmol7278cl0bl 

BLASTX 

g2914697 

289 

l.Oe-25 

114 
54 

{AC003974) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



283449 
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# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137509_1.R1011 

uC-zrriflinol7278hllbl 

BLASTX 

g3377800 

583 

3.0e-60 

154 

70 

(AF075597) similar to glycosyl hydrolases family 9 
(PFam: glycosyl_hydro5 -hmm, score: 100. 70) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283450 

137517_1.R1011 
uC-zmflmol7070e03al 



Seq. No. 
Contig ID 
5 '-most EST 



283451 

137526_1.R1011 
uC-zmflmol7280b06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283452 

137530_1.R1011 

pmx700083818.hl 

BLASTX 

g2335096 

169 

2.0e-ll 

83 
43 

(AC002339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283453 

137576_1.R1011 

uC-zmflmol7280g04bl 

BLASTN 

g602605 

38 

7.0e-12 

82 
87 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 



Seq. No, 

Contig ID 
5 '-most EST 



283454 

137586_1.R1011 
uC-zmflmol7280h05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283455 

137594_1.R1011 

uC-zmflmol7282a02bl 

BLASTX 

g3236240 

259 

l.Oe-22 

108 
54 

(AC004 684) unknown protein [Arabidopsis thaliana] 



39521 



Seq. No* 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283456 

137618__1.R1011 

uC-zmflraol7282c03bl 

BLASTX 

gl61752 

283 

7.0e-25 

181 

15 

{L03710) cnjB [Tetrahymena thermophila] 

>gi_7 374 94__prf 1922371A cnjB gene [Tetrahymena 

thermophila] 



Seq, No. 


283457 


Contig ID 


137629 l.RlOll 


5 '-most EST 


rvt700551543.hl 


Method 


"DT a CTV 
DLiAb 1 A 


NCBI GI 


g2529677 


BLAST score 


219 


E value 


2,0e-17 


Match length 


113 


% identity 


45 


NCBI Description 


(AC002535) kinesin-like protein, heavy chai 




thaliana] 


Seq. No. 


283458 


Contig ID 


137664_1.R1011 


5 * -most EST 


uO— zmrimol /zo^gizDi 


Method 


BLASTX 


NCBI GI 


glO01294 


BLAST score 


144 


E value 


7.0e-09 


Match length 


56 


% identity 


46 


NCBI Description 


(D64006) hypothetical protein [Synechocysti 


Seq. No, 


283459 


Contig ID 


137683 l.RlOll 


5 '-most EST 


uC-zmflmol7283a08bl 


Method 


BLASTX 


NCBI GI 


g4490323 


BLAST score 


153 


E value 


l.Oe-16 


Match length 


94 


% identity 


59 


NCBI Description 


(AJ1314 64) nitrate transporter [Arabidopsis 


Seq. No. 


283460 


Contig ID 


137685 1,R1011 


5 '-most EST 


xdb700341527.hl 


Method 


BLASTX 


NCBI GI 


g2618725 


BLAST score 


199 


E value 


3.0e-15 


Match length 


54 


% identity 


67 


NCBI Description 


(U49074) IAA18 [Arabidopsis thaliana] 



sp. 



39522 



Seq. No. 
Contig ID 
5 '-most EST 



283461 

137704_1.R1011 
fd2701161436.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 
5 '-most EST 



283462 

137716_1.R1011 

pmx700083352.hl 

BLASTX 

g4467098 

239 

4.0e-20 

103 

42 

(AL035538) putative protein [Arabidopsis thaliana] 
283463 

137727_1,R1011 
pmx700083910.hl 

283464 

137735_1.R1011 

ymt700221102.hl 

BLASTX 

g4335754 

201 

l.Oe-15 

124 

35 

(AC006284) putative acid phophatase (contains 
metallo-phosphoesterase motif, prosite: QDOC50185) 
[Arabidopsis thaliana] 

283465 

137757_1.R1011 
nwy700445619.hl 

283466 

137778_1.R1011 
uC-zmflmol7285b03bl 



Seq. No. 
Contig ID 
5 '-most EST 



283467 

137779_1.R1011 
uC-zmflb73165fl2b2 



Seq. No. 
Contig ID 
5 '-most EST 



283468 

137788_1.R1011 
uC-2mflmol7285c01bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283469 

137809_1.R1011 

uC-zmflmol7285e01bl 

BLASTX 

gl361985 

214 

3.0e-17 

129 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



39 

disease resistance protein RPMl - Arabidopsis thaliana 
>gi_963017_emb_CAA61131_ (X87851) disease resistance gene 
[Arabidopsis thaliana] 

283470 

137822_1.R1011 
uC-zmflmol7285f03bl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



283471 

137833_1.R1011 

tzu700201754.hl 

BLASTX 

g4587513 

452 

2.0e-44 

160 
56 

(AC007060) Contains eukaryotic protein kinase domain 
PF__00069, [Arabidopsis thaliana] 

283472 

137840_1.R1011 
uC-zmflmol7 309g07bl 



Method 


BLASTX 


NCBI GI 


g4512630 


BLAST score 


171 


E value 


5.0e-16 


Match length 


254 


% identity 


26 


NCBI Description 


{AC0047 93) Contains reverse transcri] 




PF 00078. [Arabidopsis thaliana] 


Seq. No. 


283473 


Contig ID 


137852 l.RlOll 


5 '-most EST 


uC-2mflmol728 6a02bl 


Method 


BLASTX 


NCBI GI 


gl752734 


BLAST score 


315 


E value 


7.0e-29 


Match length 


165 


% identity 


41 


NCBI Description 


(D78510) beta-glucan-elicitor recept 


Seq. No. 


283474 


Contig ID 


137870 l.RlOll 


5 '-most EST 


uC- zmf Imo 17400h04al 


Method 


BLASTX 


NCBI GI 


gl667607 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


38 


% identity 


84 


NCBI Description 


(U76747) Tap [Triticum aestivum] 


Seq. No. 


283475 


Contig ID 


137875_1.R1011 



39524 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



uC-zmflmol7286c05bl 

BLASTX 

g3169716 

506 

2.0e-51 

149 

63 

(U60986) 



NADP-dependent glutamate dehydrogenase [Giardia 



intestinalis] 
283476 

137910_1.R1011 
uC-zmflmol728 6f06bl 



Seq. No. 
Contig ID 
5 '-most EST 



283477 

137911_1.R1011 
uC-zmflb73300e06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283478 

137922_1.R1011 

uC-zmflmol728 6g07bl 

BLASTX 

g2827635 

544 

9.0e-56 

132 

80 

{AL021636) predicted protein [Arabidopsis thaliana] 
283479 

137966_1.R1011 
uC-zmflmol7287c08bl 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283480 

137974_1.R1011 

uC-zmflmol7287d04bl 

BLASTX 

g2130141 

474 

2.0e-47 

204 
47 

mudrA protein - maize transposon MuDR >gi_540581 (M76978) 
mudrA [Zea mays] >gi_595816 (U14597) mudrA gene product 
[Zea mays] 

283481 

137981_1.R1011 

bdu700382010.hl 

BLASTX 

g3668088 

236 

l.Oe-19 

77 
53 

{AC004667) G9a-like protein [Arabidopsis thaliana] 



39525 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283482 

137985_1.R1011 

uC-zmflmol7287e03bl 

BLASTX 

g4588012 

1068 

l.Oe-116 

394 

56 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 



Seq. No. 
Contig ID 
5 '-most EST 



283483 

137996_1.R1011 
tfd700572114 .hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283484 

138051_1.R1011 

ntr700075983.hl 

BLASTX 

g4539423 

215 

5.0e-17 

51 

75 

(AL04 9171 ) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283485 

138069_1.R1011 
uC-zmflmol728 8dl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283486 

138070_1.R1011 
uC-zmflmol7288e01bl 



Seq. No. 
Contig ID 
5 '-most EST 



283487 

138074_1.R1011 
uC-zmflmol7 288e05bl 



Seq. No, 
Contig ID 
5 '-most EST 



283488 

138086_1.R1011 
ymt700220017.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283489 

138090_1.R1011 

uC-zmfimol7288fl0bl 

BLASTX 

g4538965 

304 

l.Oe-27 

117 

47 

(AL04 9488) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



283490 

138091 l.RlOll 



39526 



5 '-most EST 


uC-zmflmol7 288fl2bl 


Method 


BLASTX 


NCBI GI 


g2827139 


BLAST score 


318 


E value 


4 .Oe-33 


Match length 


1 X D 


% identity 


60 


NCBI Description 


(AF027172) cellulose synthase catalytic subunit 




[Arabidopsis thaliana] >gi_404 934 3_emb_CAA225 68_ (AL034: 




cellulose synthase catalytic subunit (RSWl) [Arabidopsi; 




thaliana] 


Seq. No. 


283491 


Contig ID 


138098 l.RlOll 


5 '-most EST 


xmt700259129.h2 


Method 


BLASTX 




gz 04 o u oz 


BLAST score 


658 


E value 


4.0e-73 


Match length 


167 


% identity 


79 


NCBI Description 


(AJ001374) alpha-glucosidase [Solanum tuberosum] 


Seq. No. 


283492 


Contig ID 


138099 l.RlOll 


5 '-most EST 


uC-zmflmol7288g08bl 


Method 


BLASTX 


"MOOT r*T 


gz / dUo 4 o 


BLAST score 


234 


E value 


3.0e-19 


Match length 


119 


% identity 




NCBI Description 


(AC003105) unknown protein [Arabidopsis thaliana] 


Seq. No. 


283493 


Contig ID 


138099 2.R1011 


5 '-most EST 


xdb700341961.hl 


Seq. No. 


283494 


Contig ID 


138134 l.RlOll 


5 '-most EST 


pmx700083934.hl 


Method 


BLASTX 






BLAST score 


143 


E value 


8.0e-09 


Match length 


74 


% identity 


51 


NCBI Description 


(AF028722) fetal globin inducing factor [Mus musculus] 


Seq. No. 


283495 


Contig ID 


138143 l.RlOll 


5 '-most EST 


wuj700282188.hl 


Method 


BLASTX 


NCBI GI 


g469072 


BLAST score 


267 


E value 


2.0e-23 


Match length 


85 



39527 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



58 

(D16206) RNA-binding gricine-rich protein-1 (RGP-lc) 
[Nicotiana sylvestris] 

283496 

138163_1.R1011 

uC-zmflmol7289e08bl 

BLASTX 

gl619300 

269 

l.Oe-23 

63 
76 

(X95269) LRR protein [Lycopersicon esculentum] 
283497 

138175_1.R1011 
uC-zmflmol728 9f08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



283498 

138182__1.R1011 

pwr700451629.hl 

BLASTX 

g2827282 

228 

9.0e-19 

122 

43 

(AF040701) TATA binding protein associated factor [Homo 
sapiens] 

283499 

138212_1.R1011 
uC-zmflmol7290allbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283500 

138218_1.R1011 

wyr700238449.hl 

BLASTX 

g4432825 

752 

9.0e-80 

261 
74 

(AC006593) putative S0P2p protein [Arabidopsis thaliana] 
283501 

138220_1.R1011 
uC-zmflmol7290b07bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



283502 

138243_1.R1011 

uC-zmflmol7290d08bl 

BLASTX 

g2346976 

184 

l.Oe-13 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



84 
44 

(AB006600) 



ZPT2-13 [Petunia x hybrida] 



283503 

138264_1.R1011 

uC-zmflmol7290f07bl 

BLASTX 

g3132479 

743 

6.0e-79 

217 

69 

(AC003096) multidrug resistance-associated protein, AtMRP2 
[Arabidopsis thaliana] 

283504 

138280_1.R1011 

uC-zmflmol7290gllbl 

BLASTX 

g551167 

186 

8.0e-14 

66 

58 

(L35241) moesin actin-binding domain homologue [Arabidopsis 
thaliana] 

283505 

138290_1.R1011 

wty700171110.hl 

BLASTX 

g4415913 

168 

l.Oe-11 

54 
67 

(AC006282) unknown protein [Arabidopsis thaliana] 
283506 

138328^1. RlOll 
uC-zmflmol7292cl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283507 

138342_1.R1011 
uC-zmflmol72 92e04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



283508 

138352__1.R1011 
yyf700351961.hl 

283509 

138353_1,R1011 
uC-zmflmol7292f03bl 



Seq. No. 

Contig ID 



283510 

138356 l.RlOll 



39529 



5 '-most EST 

Method 

NCBI ^GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-zmflmol7 313c04bl 

BLASTN 

g3821780 

35 

5.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 



283511 

138361__1.R1011 
xmt700259535.hl 

283512 

138380__1.R1011 
qmh700029589.fl 

283513 

138417_1.R1011 
uC-zmflmol7293d04bl 

283514 

138434_1.R1011 

uC-zmflb73135d06b2 

BLASTX 

g2618689 

236 

2.0e-19 

56 

82 

(AC002510) unknown protein 



[Arabidopsis thaliana] 



283515 

138447_1.R1011 

nbm700467706.hl 

BLASTX 

g4559353 

688 

l.Oe-72 

156 
83 

(AC006585) putative extragenic suppressor protein 
[Arabidopsis thaliana] 

283516 

138464_1.R1011 
pmx700087416.hl 

283517 

138480_1,R1011 

uC-zmflmol7294b06bl 

BLASTX 

g3928871 

1320 

l.Oe-146 

252 
99 



39530 



NCBI Description 


(AF093627) poly (ADP) -ribose polymerase [Zea mays] 


Seq. No. 


283518 


Contig ID 


138502 l.RlOll 


5 '-most EST 


uwc700154209.hl 


Method 


BLASTX 


NCBI GI 


g3043712 


BLAST score 


313 


E value 


2.0e-28 


Match length 


92 


% identity 


63 


NCBI Description 


(AB011166) KIAA0594 protein [Homo sapiens] 


Seq. No. 


283519 


Contig ID 


138519 l.RlOll 


5 '-most EST 


uC-zmflmol7294f Olbl 


Method 


BLASTX 


NPRT GT 

Lh LJ J. X 


g38B2183 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


85 


o xu-Cii" L I, y 


44 


NCBI Description 


(AB018274) KI7VA0731 protein [Homo sapiens] 


Seq. No. 


283520 


Contig ID 


138557 l.RlOll 


5 '-most EST 


vqh700053155.rl 


Seq. No. 


283521 


Contig ID 


138559 l.RlOll 


5 '-most EST 


xsy700208428.hl 


Method 


BLASTX 


KIPRT GT 


a2673914 


BLAST score 


343 


E value 


6.0e-32 


Match length 


144 


o X^tSlii — '-^ 


51 


NCBI Description 


(AC002561) hypothetical protein [Arabidopsis thai. 


Seq. No. 


283522 




138581 1 RlOll 


5 '-most EST 


uC-zmfImol7295c05bl 


Seq. No. 


283523 


Pnni" in TV) 


138581 2 RlOll 


5 '-most EST 


cyk700049572.fl 


Seq, No. 


283524 




138583 1 RlOll 


5 '-most EST 


uC-zmfTmol7295c07bl 


Seq. No, 


283525 


Contig ID 


138598 l.RlOll 


5 '-most EST 


uC-zmflmol7295dllbl 


Seq. No. 


283526 


Contig ID 


138603_1. RlOll 



39531 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



pmx700084182,hl 
283527 

138662_1.R1011 
tzu700204729,hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283528 

138694_1.R1011 

xsy700211480.hl 

BLASTX 

g2213600 

725 

l.Oe-76 

258 

55 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
283529 

138726__1.R1011 

xyt700343972.hl 

BLASTX 

g2660677 

392 

6.0e-38 

120 

58 

(AC002342) unknown protein [Arabidopsis thaliana] 
283530 

138765_1.R1011 
uC-zmflmol7299cl2bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



283531 

138784__1.R1011 
yyf700350391.hl 

283532 

138820_1.R1011 
uC-zmflmol7300b01bl 



Seq. No. 
Contig ID 
5 '-most EST 



283533 

138828_1.R1011 
uC-zmflmol7300bl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



283534 

138834_1.R1011 
uC-zmflmol7300c05bl 



Seq. No. 

Contig ID 
5 '-most EST 



283535 

138843_1.R1011 
uC-zmflmol7300d04al 



Seq. No., 
Contig ID 
5 '-most EST 



283536 

138844_1.R1011 
uC-2mflmol7300d05bl 



Seq. No. 



283537 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138846_1.R1011 

uC-zmflmol7300d07bl 

BLASTX 

g4262239 

234 

3.0e-19 

136 
36 

(AC006200) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283538 

138852_1.R1011 

xmt700267688.hl 

BLASTX 

g2583121 

527 

l.Oe-53 

131 

78 

(AC002387) putative phosphotransferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283539 

138854_1.R1011 

uC-zmflmol7300e05bl 

BLASTX 

g4468804 

357 

8.0e-34 

169 

24 

(AL035601) putative protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283540 

138900_1.R1011 

uC-zmflmol7342f03bl 

BLASTX 

g345790 

383 

l.Oe-36 

136 
54 

CDC4L protein - human (fragment) 



Seq. No. 
Contig ID 
5 '-most EST 



283541 

138900_2,R1011 
uC-zmflmol7301allbl 



Seq. No. 
Contig ID 
5 '-most EST 



283542 

138904_1.R1011 
wty700172529.hl 



Seq. No. 
Contig ID 
5 '-most EST 



283543 

138906_1.R1011 
uC-2mflmol7425d03al 



39533 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283544 

138939_1.R1011 

uC-zmflb73234f08b2 

BLASTX 

g4262147 

228 

l.Oe-18 

113 
43 

{AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283545 

138966_1.R1011 
uC-zmroteosinte006d03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283546 

138968_1.R1011 

ceu700432880.hl 

BLASTX 

g3182915 

155 

3,0e-16 

86 
50 

ADP-RIBOSYLATION FACTOR >gi_1842150_dbj_BAA19225_ 
(AB001051) ADP-ribosylation factor [Dugesia japonica] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283547 

138974_1.R1011 

uC-zmflmol7 303a03bl 

BLASTX 

g3548803 

447 

2.0e-44 

141 
65 

(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_433577 0_gb_AAD17 447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283548 

139037_1.R1011 

uC-zmflmol7303fllbl 

BLASTX 

g2827630 

183 

3.0e-13 

102 

36 

{AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283549 

139039_1.R1011 
xdb700338423.hl 



Seq. No. 



283550 



39534 



€1 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139051_1.R1011 

uC-zmflmol7303h02bl 

BLASTX 

g4581111 

194 

2.0e-14 

177 

29 

{AC005825) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283551 

139051_2,R1011 
uC-zmfimol7027g04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283552 

139059__1.R1011 

tfd700571984.hl 

BLASTX 

g3935181 

514 

4.0e-56 

133 

81 

(AC004557) F17L21.24 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283553 

139081_1.R1011 
uC-zmflmol7306bl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283554 

139085__1.R1011 
uC-zmflmol7306c04bl 



Seq. No. 
Contig ID 
5 '-most EST 



283555 

139087__1.R1011 
hbs701182558.hl 



Seq. No. 
Contig ID 
5 '-most EST 



283556 

139106_1.R1011 
uC-zmflmol7028gl0al 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283557 

139144_1.R1011 

uC-zmflmol734 2e05al 

BLASTX 

gl00226 

155 

4.0e-10 

99 
38 

hypothetical protein - tomato >gi_19275_emb__CAA7 8112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 



283558 



39535 



11 



Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



139148_1.R1011 
ymt700222492.hl 

283559 

139150_1.R1011 
uC-zmflmol7307a04bl 

283560 

139170_1.R1011 

tzu700206774.hl 

BLASTX 

g4322421 

539 

4.0e-55 

146 

64 

(AF085230) cadmium resistance factor 1 [Arabidopsis 
thaliana] 

283561 

139220_1.R1011 

uC-zmflmol7307g09bl 

BLASTX 

g3132825 

742 

5.0e-79 

147 
97 

(AF063403) putative cytosine-5 DNA methyltransf erase [Zea 
mays] 

283562 

139221_1.R1011 

uC-zmflmol7 307gl0bl 

BLASTX 

g3157949 

218 

2.0e-17 

75 
49 

(AC002131) Similar to glucan endo-1 , 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 

283563 

139270_1.R1011 
xtj700378210.hl 

283564 

139277_1.R1011 

nbm700474787.hl 

BLASTX 

g2244940 

154 

l.Oe-20 

137 

53 
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NCBI Description 


(Z97339) hypothetical protein [Arabidopsis thaliana; 


Seq. No. 


283565 


Contia ID 


139301 l.RlOll 


5 '-most EST 


uC-zmflmol7308g09bl 


Seq. No. 


283566 


Contig ID 


139311 l.RlOll 


5 '-most EST 


uC-zmflmol7308h07bl 


Seq. No. 


283567 


Contig ID 


139325 l.RlOll 


5 '-most EST 


uC-zmflmol7309al2bl 


Seq. No. 


283568 


Contig ID 


139346 l.RlOll 


5 '-most EST 


uer700583628.hl 


Seq. No. 


283569 


Contig ID 


139348_1.R1011 


5 '-most EST 


uC-zmf Imol7309d04bl 


Method 


BLASTX 


NCBI GI 


g3608412 


BLAST score 


432 


E value 


l.Oe-42 


Match length 


139 


% identity 


60 


NCBI Description 


(AF079355) protein phosphatase-2c [Mesembryanthemum 




crystallinum] 


Seq. No. 


283570 


Contig ID 


139360 l.RlOll 


5 '-most EST 


uC-zmflmol7 309e07bl 


Method 


BLASTX 


NCBI GI 


g627969 


BLAST score 


187 


E value 


8.0e-14 


Match length 


189 


% identity 


10 


NCBI Description 


apomucin precursor - rat >gi_476097 (U03407) apomuc, 




[Rattus norvegicus] 


Seq. No. 


283571 


Contig ID 


139360_2.R1011 


5 '-most EST 


uwc700154973.hl 


Method 


BLASTX 


NCBI GI 


g627969 


BLAST score 


182 


E value 


2.0e-13 


Match length 


122 


% identity 


7 


NCBI Description 


apomucin precursor - rat >gi_476097 (U03407) apomuc 




[Rattus norvegicus] 


Seq. No. 


283572 


Contig ID 


139389 l.RlOll 


5 '-most EST 


uC-zmflb73072b07al 



39537 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283573 

139410_1.R1011 
wen700334655.hl 

283574 

139412_1.R1011 

gct701175701.hl 

BLASTN 

g22549 

49 

2.0e-18 

77 
91 

Maize gene for a 



27kDa storage protein, zein 



283575 

139416_1.R1011 

uC-zmflmol7310b09bl 

BLASTX 

g3560166 

286 

2.0e-25 

154 

42 

(AL031525) ubiquitin carboxyl-terminal hydrolase 
[Schizosaccharomyces pombe] 

283576 

139439_1.R1011 

uwc700150696.hl 

BLASTX 

g3355477 

545 

7.0e-56 

159 
39 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

■Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



283577 

139495_1.R1011 

uC-zmflmol7312a09bl 

BLASTX 

g4218535 

179 

l.Oe-12 

58 

64 

(AJ010829) GRABl protein [Triticum sp.] 
283578 

139506_1.R1011 

fC-zmle700432739a3 

BLASTX 

g2801536 

323 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5^ -most EST 



l.Oe-29 

122 

56 

(AF0395311 



lysophospholipase homolog [Oryza sativa] 



283579 

139513_1.R1011 

uC-zmflmol7312c04bl 

BLASTX 

g4586055 

515 

2.0e-52 

159 
59 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
283580 

139515^1. RlOll 
uC-zmflmol7312cl2bl 

283581 

139527_1.R1011 
uC-zmflmol7312d06bl 



Seq. No. 
Contig ID 
5 '-'most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 » -most EST 



283582 

139529_1.R1011 
wty700173002.hl 

283583 

139535_1.R1011 

uC-zmflmol7344bllbl 

BLASTX 

g3402679 

340 

l,0e-31 

212 

43 

(AC004 697) unknown protein [Arabidopsis thaliana] 
283584 

139549_1.R1011 

uC-zmflmol7312f0 6bl 

BLASTN 

g433039 

45 

5.0e-16 

61 
93 

Zea mays 
sequence 



W-22 clone PREM-1 retroelement PREM-1, partial 



283585 

139563_1.R1011 
uC-zmflmol7352c06al 



Seq. No. 

Contig ID 



283586 

139582 l.RlOll 



39539 



5 '-most EST 


tfd700571326.hl 


Method 


BLASTX 


iNUhsl yjL 




BLAST score 


381 


E value 


l.Oe-36 


Match length 


118 


% identity 




NCBI Description 


(AC003680) putative 


Seq. No. 


283587 


Contig ID 


139611 l.RlOll 


5 '-most EST 


uC-zmflmol7313d02bl 


Seq. No. 


283588 


Contig ID 


139613 l.RlOll 


5 '-most EST 


qmh700027052.fl 


Method 


BLASTX 


NCBI GI 


g3860275 


BLAST score 


595 


E value 


l.Oe-61 


Match length 


171 


% identity 


66 


NCBI Description 


(AC005824) putative 



putative cytochrome P-450 [Arabidopsis thaliana] 



thaliana] >gi_4314395_gb_AAD15605_ (AC006232) putative 
terminal flower 1 (TFLl) [Arabidopsis thaliana] 
>gi_4521159_dbj_BAA75933.1_ (AB024712) ATC [Arabidopsis 
thaliana] >gi_4521161__dbj_BAA75931 . 1_ (AB024714) ATC 
[Arabidopsis thaliana] >gi_4 521163_dbj_BAA7 5 932 . 1_ 
(AB024715) ATC [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283589 

139624_1.R1011 
cyk700051679.fl 



Seq. No. 
Contig ID 
5 '-most EST 



283590 

139637_1.R1011 
ymt700219345.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283591 

139690_1.R1011 

fwa700101332.hl 

BLASTX 

g4539452 

340 

8.0e-33 

162 

48 

{AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283592 

139705__1.R1011 
uC-zmflmol7320d05al 



Seq. No. 
Contig ID 
5 '-most EST 



283593 

139706_1.R1011 
uC-zmflmol7 320d06bl 



39540 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3287498 

36 

l,0e-10 

64 

89 

Oryza sativa gene for importin alpha, complete cds 
283594 

139708_1.R1011 

cyk700049482,fl 

BLASTX 

g4325341 

684 

6.0e-72 

162 

77 

(AF128393) similar to the Drosophila DES-1 protein 
{GB:X94180) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283595 

139722_1.R1011 

uC-zmflmol7320ellbl 

BLASTX 

gll83961 

435 

6,0e-49 

161 
63 

(269382) RNA elicase [Saccharomyces cerevisiae] 



283596 

139744_1.R1011 

wyr700244349.hl 

BLASTX 

g2781351 

510 

l.Oe-66 

197 
69 

{AC003113) F2401. 



7 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283597 

139807_1,R1011 
uC-zmflmol7 321e08bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283598 

139819_1.R1011 

wty700171911.hl 

BLASTX 

g3608155 

777 

6.0e-83 

208 

73 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283599 

139825_1.R1011 

uC-zmflmol7321g03bl 

BLASTX 

g2494034 

526 

l.Oe-53 

137 
66 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374 772_dbj_BAA0985 6__ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283600 

139832_2,R1011 
uC-zmflb73251f07b3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283601 

139856_1.R1011 

uC-zmflmol7322b02bl 

BLASTX 

g4510377 

628 

l.Oe-65 

181 

70 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283602 

139859_1.R1011 
uC-zmflmol7322b05bl 



Seq. No. 

Contig ID 
5 '-most EST 



283603 

139869_1.R1011 
nbm700468241,hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283604 

139877_1.R1011 

uC-zmflmol7322cl2bl 

BLASTX 

g4185311 

880 

4.0e-95 

180 
93 

(AF090446) polyprotein [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



283605 

139907_1,R1011 
uC-zmflmol7322f09bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



283606 

139932__1.R1011 

uC-zmflmol7322hl2bl 

BLASTX 

g3080423 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



263 

2.0e-37 

154 

53 

(AL022604) putative protein [Arabidopsis thaliana] 



283607 

139946_1.R1011 
uC-zmflmol7330b02bl 

283608 

139967_1.R1011 

pmx700087534.hl 

BLASTX 

g3242729 

1346 

l.Oe-149 

297 
82 

(AC003040) curly leaf protein 
thaliana] 

283609 

139997_1.R1011 
hbs701185413.hl 



(polycomb-group) [Arabidopsis 



283610 

140011_1.R1011 
uC-zmflmol7330h01bl 

283611 

140018_1.R1011 
rvt700551803.hl 

283612 

140019_1.R1011 

uC-zmflmal7330h09bl 

BLASTX 

g464900 

254 

9.0e-22 

144 
35 

PUTATIVE KINASE-LIKE PROTEIN TMKLl PRECURSOR 

>gi_539008_pir S3947 6 kinase-like transmembrane protein 

TMKLl precursor - Arabidopsis thaliana 
>gi_313190_emb_CAA51385_ (X728 63) TMKLl [Arabidopsis 
thaliana] 

283613 

140021_1.R1011 
uC-zmflmol7330hllbl 

283614 

140035_1.R1011 

uC-zmflmol7333b01bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2765817 
502 

l.Oe-50 

129 

71 

(Z95352) AtMiO"hl [Arabidopsis thaliana] 
>gi_3892049_gb__AAC78258.1_AAC78258 (AC002330) 
[Arabidopsis thaliana] 



AtMlo-hl 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283615 

140055_1.R1011 

yyf700349229.hl 

BLASTX 

g2462829 

149 

2.0e-09 

104 

34 

(AF000657) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



283616 

140061_1.R1011 

uC-zmflmol7333d07bl 

BLASTX 

g99741 

657 

8.0e-69 

230 

30 



NCBI Description P-glycoprotein pgpl - Arabidopsis thaliana 



Seq. No. 
Contig ID 
5 '-most EST 



283617 

140083_1.R1011 
uC-zmflmol7333f05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283618 

140090__1.R1011 

uC-zmflmol7333fl2bl 

BLASTX 

g3341899 

167 

l,Oe-ll 

74 

47 

(AB009285) BCNT [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283619 

140095^1. RlOll 

ntr700072390.hl 

BLASTX 

g2894445 

228 

l.Oe-18 

124 

48 

(Y14333) transketolase [Arabidopsis thaliana] 



39544 



Seq. No. 


283620 


Contig ID 




5 '-most EST 


uC-zmfTmol7333g09bl 


Seq. No. 


283621 


Contig ID 




5 '-most EST 


uC-zmfTmol7333h06al 


Seq. No. 


283622 


Contig ID 




5 '-most EST 


ceu700l33649.hl 


Seq. No. 


283623 


Contig ID 


140141 l.RlOll 


5 '-most EST 


uC-zmflmol7334cllbl 


Seq. No. 


283624 


Contig ID 


140154 l.RlOll 


5 '-most EST 


ymt700221618.hl 


Method 


BLASTX 




g^oui? / DO 


BLAST score 


243 


E value 


3.0e-20 


Match length 


64 


% identity 


1 z 


NCBI Description 


(AC006217) hypothetj 


Seq. No. 


283625 


Contig ID 


14U1/4 l.KlUll 


5 '-most EST 


tfd700572111.hl 


Seq. No. 


283626 


Contig ID 


140197 l.RlOll 


5 '-most EST 


uC-zmflmol7335b05bl 


Seq. No. 


283627 


Contig ID 


140218 l.RlOll 


5 '-most EST 


uC-zmflmol7335d04bl 


Method 


BLASTN 


NCBI GI 


go X / ^ y z 


BLAST score 


70 


E value 


8.0e-31 


Match length 


122 


% identity 


89 


NCBI Description 


Z.Mays Zm38 gene, ii 


Seq. No. 


283628 


Contig ID 


140266 l.RlOll 


5 '-most EST 


uC-zmflmol7 335h0 9bl 


Method 


BLASTX 


NCBI GI 


g4262222 


BLAST score 


385 


E value 


3.0e-37 


Match length 


119 


% identity 


61 


NCBI Description 


{AC006200) putative 



3' partial [Arabidopsis 



thaliana] 



39545 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5* -most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



283629 

140269_1.R1011 
uC-zmflmol7336a02bl 

283630 

140285_1.R1011 
uC-zmflmol7336bl0bl 

283631 

140299_1.R1011 

uC-zmflmol7336d01bl 

BLASTX 

gl352245 

243 

8.0e-29 

118 
58 

FATTY ALDEHYDE DEHYDROGENASE (ALDEHYDE DEHYDROGENASE, 
MICROSOMAL) (CLASS 3) >gi_687254 (U14390) aldehyde 
deydrogenase [Mus musculus] 

283632 

140302_1.R1011 
fwa700099305.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



283633 

140314_1.R1011 

uC-zmflmol7336e09bl 

BLASTX 

g3540207 

163 

5.0e-ll 

96 
47 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
283634 

140351_1.R1011 
wty700165213.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



283635 

140351_2.R1011 
fdz701167012.hl 

283636 

140378_1.R1011 
mwy700443296.h2 

283637 

140382_1.R1011 

uC-zmflmol7 339cllbl 

BLASTX 

g4469020 

395 

4.0e-38 

93 



39546 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AL035602) putative protein (fragment) 
thaliana] 



[Arabidopsis 



283638 

140389_1.R1011 

yyf700351734.hl 

BLASTX 

g4646217 

203 

3.0e-24 

110 
63 

(AC007290) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



283639 

140396_1.R1011 

uC-zmflmol7339e01bl 

BLASTX 

g2827549 

769 

4.0e-82 

172 

87 

{AL021635) glycoprotein endopeptidase - like protein 
[Arabidopsis thaliana] 

283640 

140419_1.R1011 

xyt700343644.hl 

BLASTX 

g3924596 

901 

3.0e-97 

340 

56 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

283641 

140430_1.R1011 
gct701172533.hl 

283642 

140455_1.R1011 
cyk700049064.fl 

283643 

140469_1.R1011 
uC-zmflmol7 340d01bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



283644 

140474_1.R1011 

uC-zmflmol7340d08bl 

BLASTX 

g4538947 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



472 

5.0e-47 

159 

30 

(AL04 9483) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283645 

140475_1.R1011 
uC-zmflmol734 0d09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283646 

140481__1.R1011 

uC-2mflmol734 0e03bl 

BLASTX 

g3123231 

151 

l.Oe-09 

61 

48 

GENERAL STRESS PROTEIN 13 {GSP13) >gi_l 934 7 92__emb_CAB07 921_ 
(Z93934) unknown [Bacillus subtilis] 
>gi_2635635_emb_CAB15128_ (Z99120) similar to 
polyribonucleotide nucleotidyltransferase [Bacillus 
subtilis] 



Seq. No. 
Contig ID 
5 '-most EST 



283647 

140488_1.R1011 
uC-zmflmol734 0ellbl 



Seq. No. 
Contig ID 
5 '-most EST 



283648 

140547_1.R1011 
lhp700053490.rl 



Seq. No. 
Contig ID 
5 '-most EST 



283649 

140554_1.R1011 
uwc700152172.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283650 

140567_1.R1011 

Kmt700265938.hl 

BLASTX 

g3047104 

168 

l.Oe-11 

74 

50 

{AF058 919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



283651 

140596_1.R1011 

uC-zmflmol7341g08bl 

BLASTX 

g4508083 

280 

l.Oe-24 
191 



39548 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



21 

(AC005882) Hypothetical protein [Arabidopsis thaliana] 
283652 

140602_1.R1011 

dyk700102139,hl 

BLASTX 

g4558568 

269 

2.0e-26 

136 

49 

(AC007138) hypothetical protein [Arabidopsis thaliana] 
283653 

140673_1.R1011 

nbm700469710.hl 

BLASTX 

gl800215 

913 

l.Oe-131 

250 
96 

(U56729) phytochrome A [Sorghum bicolor] 
283654 

140683_1.R1011 

uC-zmflmol7342g05bl 

BLASTX 

g2292907 

591 

3.0e-61 

122 

93 

(Y10099) P-glycoprotein homologue [Hordeum vulgare] 
283655 

140685_1.R1011 

uC-zmflmol7342g07bl 

BLASTX 

g4432857 

162 

l.Oe-10 

108 
40 

(AC00 6300) hypothetical protein [Arabidopsis thaliana] 
283656 

140692_1.R1011 
uC-zmflmol7342h06bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



283657 

140734_1.R1011 

uC-zmflmol734 4d06bl 

BLASTX 

g3075392 

257 



39549 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



3,0e-22 

100 

52 

(AC004484; 
thaliana] 



putative steroid dehydrogenase [Arabidopsis 



283658 

140746_1.R1011 

clt700045142.fl 

BLASTX 

g3953458 

294 

2.0e-26 

90 
64 

(AC002328) F20N2. 



3 [Arabidopsis thaliana] 



283659 

140756_1.R1011 

uC- zmf Imo 17344f09bl 



Seq. No. 

Contig ID 
5 '-most EST 



283660 

140810_1,R1011 
uC-zmflmol7d02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



283661 

140826_1.R1011 

uC-zmflmol7e07bl 

BLASTX 

g3779024 

673 

5.0e-71 

141 
94 

(AC005171) unknown protein [Arabidopsis thaliana] 
283662 

140885_1.R1011 
dyk700105544 .hi 

283663 

140886_1.R1011 
bdu700382092.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



283664 

140910_1.R1011 

dyk700106320.hl 

BLASTN 

g3821780 

34 

3.0e-09 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
283665 

140910 2.R1011 



39550 



5* -most EST 



uC-zmroteosinteOOleOlbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283666 

140913_1.R1011 

uC-zinroteosinte001e04bl 

BLASTX 

gl854378 

1387 

l.Oe-154 

278 

96 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of f icinaruin] 



Seq. No. 

Contig ID 
5 '-most EST 



283667 

140916_1.R1011 
uC-zmroteosinte001e07bl 



Seq. No. 
Contig ID 
5 '-most EST 



283668 

140936_1.R1011 
uC-zmroteosinte001g04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283669 

140993_1.R1011 

uC-zmroteosinte002d03bl 

BLASTX 

gl717870 

236 

2.0e-19 

269 
30 

PUTATIVE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE C8A4 . OIC 
(UBIQUITIN THIOLESTERASE) ( QBIQUITIN-SPECIFIC PROCESSING 
PROTEASE) {DEUBIQUITINATING ENZYME) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283670 

140994_1.R1011 

uC-zmroteosinte002d04bl 

BLASTX 

g3157910 

522 

3.0e-53 

149 

78 

{AF003551) lysine-ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



283671 

141008_1.R1011 
uC-zmroteosinte002e07bl 



Seq. No. 
Contig ID 
5 '-most EST 



283672 

141036_1.R1011 
uC-zmflmol7371g07al 



Seq. No, 

Contig ID 



283673 

141037 l.RlOll 



39551 



® 



5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte025g05bl 

BLASTX 

g4240539 

911 

l.Oe-105 

194 
95 

(AF100455) 
[Zea mays] 



knotted class 1 homeodomain protein ligulelessS 



Seq. No, 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



283674 

141058_1.R1011 

tzu700204077.hl 

BLASTX 

g4249382 

987 

l,0e-107 

244 

74 

{AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb_AC004481. [Arabidopsis thaliana] 

283675 

141092_1.R1011 
wty700170780.hl 

283676 

141095_1.R1011 
uC-zmroteosinte003e04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



283677 

141107_1.R1011 

ntr700074248.hl 

BLASTX 

gl619602 

233 

5.0e-35 

214 

37 

(Y08726) MtN3 [Medicago truncatula] 
283678 

141114_1.R1011 

uC-zmroteosinte003g01bl 

BLASTX 

g98837 

154 

4 .Oe-10 

112 
34 

enantiomer-selective amidase - Rhodococcus sp >gi_152052 
(M74531) enantiomerase-selective amidase [Rhodococcus sp,] 

283679 

141165_1.R1011 
uC-zmroteosinte004c06bl 



39552 



Seq. No. 


283680 


Contig ID 


141209_1.R1011 


5 '-most EST 


uC- zmr ot eosinte004g02bl 


Seq. No. 


283681 


Contig ID 


141222 l.RlOll 


5 '-most EST 


tzu700201171.hl 


Method 


BLASTX 


NCBI GI 


g3309575 


DLiAb 1 score 




E value 


2.0e-53 


Match length 


183 


% identity 


60 


NCBI Description 


{AF060553) calcium sensor homolog [Arabidopsis thaliana; 




>gi_4538 98 9_emb_CAB39731.1_ (Y18870) CBL4 protein 




[Arabidopsis thaliana] 


Seq. No. 


283682 


Contig ID 


141249 l.RlOll 


5 '-most EST 


xsy700208328.hl 


Metnoa 


bL/iO i A 


NCBI GI 


g3335359 


BLAST score 


505 


E value 


4.0e-51 


Match length 




% identity 


65 


NCBI Description 


{AC003028) unknown protein [Arabidopsis thaliana] 


Seq. No. 


283683 


Contig ID 


141267 l.RlOll 


5 '-most EST 


wyr700235934.hl 


Seq. No. 


283684 


Contig ID 


141288 l.RlOll 


5 '-most EST 


xmt700266118.hl 


Method 


BLASTX 


NCBI GI 


g4503617 


BLAST score 


196 


E value 


7.0e-15 


Match length 




% identity 


42 


NCBI Description 


exostoses (multiple) -lilce 3 >gi 2723391 dbj BAA24080 




{AB007042) EXTRl [Homo sapiens] >gi 2897905 {AF001690) ] 




like protein 3 [Homo sapiens] >gi 3043562 dbj BAA25445 




{AB011091) KIAA0519 protein [Homo sapiens] >gi_4103884 




{AF029231) EXT homolog [Homo sapiens] 


Seq. No. 


283685 


Contig ID 


141297 l.RlOll 


5 '-most EST 


hvj700621633.hl 


Method 


BLASTX 


NCBI GI 


g3885327 


BLAST score 


694 


E value 


6,0e-73 


Match length 


174 


% identity 


70 



EXT 



39553 



NCBI Description 



(AC005623) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283686 

141313_1.R1011 

nbm700476240.hl 

BLASTX 

g2950395 

1089 

l.Oe-119 

228 
93 

(AJ224847) oxidoreductase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283687 

141313_2.R1011 

hbs701184374.hl 

BLASTN 

g2950394 

74 

3.0e-33 

152 

98 

Zea mays me gene, 



exons 1 to 



283688 

141372__1.R1011 
uC-zmroteosinte006e07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283689 

141383_1.R1011 

uC-zmroteosinte061cl0b2 

BLASTX 

g2213907 

150 

l.Oe-14 

143 

38 

{AF004837) putative vacuolar protein sorting homolog 
[Aspergillus fumigatus] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283690 

141398_1.R1011 

wen700334983.hl 

BLASTX 

g4115377 

242 

9.0e-21 

91 

48 

(AC005967) unknown protein [Arabidopsis thaliana] 
283691 

141403_1.R1011 
nbm700466985.hl 



Seq. No. 
Contig ID 



283692 

141433 l.RlOll 



39554 



5 '-most EST 



uC-zmroteosinte007c08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283693 

141450_1.R1011 

wty700171417 .hi 

BLASTX 

g548702 

379 

2.0e-36 

111 

56 

DNA-DIRECTED RNA POLYMERASE II 14.5 KD POLYPEPTIDE (RPB9) 

(RPB14.5) >gi_543001_pir S41621 DNA-directed RNA 

polymerase (EC 2.7.7.6) II 14. 5K chain - human 
>gi_397150__emb_CAA8064 9_ (Z23102) RNA Polymerase II subunit 
14.5 kD [Homo sapiens] >gi_1905901 (AD001527) HUMAN 
DNA-DIRECTED RNA POLYMERASE II 14.5 KD SUBUNIT [Homo 
sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



283694 

141453_1.R1011 
uC-zmroteosinte02 6a03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283695 

141503_1.R1011 

nbm700475048.hl 

BLASTX 

g3176671 

474 

2.0e-47 

176 

52 

(AC004393) Contains similarity to hypothetical gene B0495.7 
gb_687822 from C. elegans cosmid gb_U21317. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283696 

141508_2.R1011 
uC-zmroteosinte083d03bl 



Seq. No. 

Contig ID 
5 '-most EST 



283697 

141510_1.R1011 
uC-zmroteosinte008bllbl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283698 

141513_1.R1011 

uC-zmroteosinte008c02bl 

BLASTX 

g4406801 

254 

l.Oe-21 

91 
55 

(AC006304) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



283699 

141561 l.RlOll 



39555 



5 '-most EST 



uC-zmroteosinte008g02bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



283700 

141563_1.R1011 
gct701173771.hl 

283701 

141583_1.R1011 
nbm700476462.hl 

283702 

141591__1.R1011 

wyr700236753.hl 

BLASTX 

g627584 

255 

9.0e-22 

124 

46 

protein p84 - human >gi_550058 (L36529) protein p84 
sapiens] 

283703 

141597_1.R1011 
nwy700447531.hl 

283704 

141607_1.R1011 
ymt700223339.hl 

283705 

141626_1.R1011 
uC-zmroteosinte009e01bl 



[Homo 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



283706 

141626_2.R1011 
jfc700968538,hl 

283707 

141647_1.R1011 
uC-zmroteosintel06h04b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283708 

141670_1,R1011 

uC-zmroteosinte009hllbl 

BLASTX 

g4558672 

349 

8.0e-33 

170 
39 

(AC007063) 
thaliana] 



putative 1^ 3-beta-D-glucan synthase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



283709 

141672_1.R1011 
wyr700237767.hl 



39556 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2245015 

412 

4.0e-40 

170 

46 

(Z97341) unnamed protein product [Arabidopsis thaliana] 
283710 

141679_1.R1011 

wyr700236277.hl 

BLASTX 

g2982272 

492 

2,0e-49 

173 

54 

(AF051220) hypothetical protein [Picea mariana] 



Seq. No. 

Contig ID 
5 '-most EST 



283711 

141680_2.R1011 
uC-zmflmol7336e02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283712 

141711_1,R1011 

dyk700106765.hl 

BLASTX 

g418548 

377 

6.0e-36 

139 
53 

HYPOTHETICAL 15.7 KD PROTEIN IN APHA-UVRA INTERGENIC REGION 
(0138) >gi_396391 (U00006) No definition line found 
[Escherichia coli] >gi_1790491 (AE000479) orf, hypothetical 

protein [Escherichia coli] 



Seq. No. 


283713 


Contig ID 


141729 l.RlOll 


5 '-most EST 


xyt700344384.hl 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


1630 


E value 


O.Oe+00 


Match length 


344 


% identity 


83 


NCBI Description 


(AJ006224) purple 


Seq. No. 


283714 


Contig ID 


141746 l.RlOll 


5 '-most EST 


xsy700212289.hl 


Method 


BLASTX 


NCBI GI 


gl652591 


BLAST score 


225 


E value 


4 .Oe-18 


Match length 


158 


% identity 


34 



39557 



NCBI Description (D90906) chloroplast import-associated channel IAP75 
[Synechocystis sp. ] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



283715 

141757_1.R1011 
xyt700345653.hl 

283716 

141782_1.R1011 
uC-zmroteosinte011b05bl 



Seq. No. 
Contig ID 
5 '-most EST 



283717 

141823_1.R1011 
uC-zmflmol7393h04al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 



283718 

141853__1.R1011 
ymt700221125.hl 

283719 

141941_1.R1011 
uC-zmroteosinte012h01bl 



Seq. No. 
Contig ID 
5 '-most EST 



283720 

141966_1.R1011 
uC-zmroteosinte013b03bl 



Seq. No. 
Contig ID 
5 '-most EST 



283721 

141972_1.R1011 
nbm700473239.hl 



Seq. No. 
Contig ID 
5 '-most EST 



283722 

141979_1.R1011 
uC-zmroteosinte013c04bl 



Seq. No. 
Contig ID 
5 '-most EST 



283723 

142006_1.R1011 
uC-zmroteosinte013e07bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



283724 

142017_1.R1011 

uC-zmroteosinte013f 06bl 

BLASTX 

g4406759 

321 

l.Oe-29 

149 

51 

{AC006836) hypothetical protein [Arabidopsis thaliana] 
283725 

142039_1.R1011 

rvl700454466.hl 

BLASTX 

g3641252 

360 

5.0e-34 



39558 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



210 
40 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 

283726 

142041_1.R1011 

dyk700105880.hl 

BLASTX 

g2961356 

480 

6.0e-48 

198 
52 

{AL022140) alcohol dehydrogenase like protein [Arabidopsis 
thaliana] 

283727 

142049_1.R1011 

lhp700053347.rl 

BLASTX 

g559713 

254 

9.0e-22 

129 

36 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 

283728 

142056_1.R1011 

uC-zmroteosinteO 14 alibi 

BLASTX 

g4587563 

717 

7.0e-76 

184 

73 

(AC006550) Similar to gb_U51990 pre-mRNA-splicing factor 
hPrplB from Homo sapiens. ESTs gb_T4 6391 and gb_AA721815 
come from this gene. [Arabidopsis thaliana] 

283729 

142079_1.R1011 
wyr700238096.hl 

283730 

142090_1.R1011 
wty700165220.hl 

283731 

142091_1.R1011 
uC-zmroteosinte014dllbl 



Seq. No. 
Contig ID 
5 '-most EST 



283732 

142107_1.R1011 
xmt7Q0267732.hl 



39559 



Method 


BLASTX 


Kir' TUT r*T 




BLAST score 


914 


E value 


7.0e-99 


Match length 


244 


% identity 


76 


NCBI Description 


(AL022604) putative protein [Arabidopsis thaliana] 


Seq. No. 


283733 


Contig ID 


142110 l.RlOll 


5 '-most EST 


cjh700194035.hl 


Method 


BLASTX 


JNUrJl Lrl 


gz ^ oz o ^ 0 


BLAST score 


731 


E value 


2.0e-77 


Match length 


227 


-6 Identify 


D / 


NCBI Description 


(AF000657) unknown protein [Arabidopsis thaliana] 


Seq. No. 


283734 


Contig ID 


142112_1.R1011 


5 '-most EST 


uC-zmroteosinte014f 08bl 


Seq. No. 


283735 


Contig ID 


142114_1.R1011 


5 '-most EST 


uC-zmroteosinte014f lObl 


Method 


BLASTX 


NCBI GI 


g4Zb JozU 


BLAST score 


604 


E value 


9.0e-63 


Match length 


160 


% identity 


66 


NCBI Description 


(AC006067) hypothetical protein [Arabidopsis thali 


Seq. No. 


283736 


Contig ID 


14zlZo l.RiUll 


5 '-most EST 


rvt700553211.hl 


Seq. No. 


283737 


Contig ID 


14Z1JO X.KlUll 


5 '-most EST 


ntr700072531.hl 


Seq. No. 


283738 


Contig ID 


142154 l.RlOll 


5 '-most EST 


wyr700238641.hl 


Seq. No. 


283739 


Contig ID 


142161 l.RlOll 


5 '-most EST 


mwy700442858.hl 


Method 


BLASTX 


NCBI GI 


g3928519 


BLAST score 


664 


E value 


l.Oe-69 


Match length 


209 


% identity 


65 


NCBI Description 


(AB011670) wpk4 protein kinase [Triticum aestivum] 



39560 



Seq. No. 283740 

Contig ID 142181_1 . RlOll 

5'-most EST ~ wuj700282144.hl 

Seq. No. 283741 

Contig ID 142181__2 . RlOll 

5'-most EST ymt700219371 .hi 

Seq. No. 283742 

Contig ID 142191_1 . RlOll 

5'-most EST rvl700456612 . hi 

283743 

142202_1. RlOll 
uC-zmroteosinte015f 05bl 
BLASTX 
g2827663 
341 

l,0e-31 

245 
6 

(AL021637) membrane-associated salt-inducible-like protexn 
[Arabidopsis thaliana] 

Seq, No. 283744 

Contig ID 142315_1 . RlOll 

5 '-most EST uC-zmroteosinte016hQ3bl 

Method BLASTX 

NCBI GI g4206196 

BLAST score 27 0 

E value l.Oe-23 

Match length 126 

% identity 48 . , . n • 

NCBI Description (AF071527) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 283745 

Contig ID 142320__1 . RlOll 

5 '-most EST uC-zmroteosinte016h08bl 

Method BLASTX 

NCBI GI g2262105 

BLAST score 4 96 

E value 6.0e-50 

Match length 139 

% identity 67 

NCBI Description {AC002343) unknown protein [Arabidopsis thaliana] 
283746 

142334_2. RlOll 
uC-zmroteosintelOOf 01b2 
BLASTX 
gl703143 
278 

2.0e-40 
112 
70 

ACTIN-LIKE PROTEIN 3 >gi_881635 (U29610) Arp3 [Acanthamoeba 
castellanii] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39561 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



283747 

142365_1.R1011 
zuv700353759.hl 

283748 

142367_1.R1011 

uC-zmroteosinte017dllbl 

BLASTX 

g2920587 

218 

2.0e-17 

103 
46 

(AF038362) TBP-associated 
>gi_2 9 9 5 1 3 6_emb_CAA0 4 4 7 5_ 
sapiens] 

283749 

142384__1.R1011 
uC-zmroteosinte024e06bl 

283750 

142387_1.R1011 
wen700333768.hl 



factor 172 [Homo sapiens] 
{AJ001017) TAFII170 [Homo 



283751 

142444_1.R1011 
xyt700344140.hl 

283752 

142444_3.R1011 
nwy700445787.hl 

283753 

142458_1.R1011 

uC-2mroteosintell9g04b2 

BLASTX 

g2444174 

653 

6.0e-81 

230 
68 

(U94781) unconventional myosin [Helianthus annuus] 
283754 

142481_1.R1011 

ymt700222046.hl 

BLASTX 

g4322107 

383 

8.0e-37 

161 

49 

(AF072717) pEg7 [Xenopus laevis] 
283755 



39562 



Contig ID 
5^ -most EST 



142490_1.R1011 
uC-zmroteosinte018g04bl 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283756 

142492_1.R1011 

hbs701182008.hl 

BLASTX 

g2245135 

530 

6.0e-54 

174 

57 

{Z97344) hypothetical protein [Arabidopsis thaliana] 
283757 

142500_1.R1011 

uC-zmflb73255e09bl 

BLASTX 

g3128228 

262 

7.0e-27 

130 
62 

{AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 {AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

283758 

142500_2.R1011 

wty700162795.hl 

BLASTX 

g3128228 

286 

9.0e-32 

169 

35 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283759 

142500_3.R1011 
zuv700356896.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



283760 

142594_1.R1011 

uC-zmroteosinte019h0 6bl 

BLASTX 

g2880049 

162 

4.0e-ll 

47 

66 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
283761 

142597 l.RlOll 



39563 



5* -most EST 



cat700018281.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283762 

142613_1.R1011 

uC-zmroteosinte020b02bl 

BLASTX 

g2832686 

510 

l.Oe-51 

163 
63 

(AL021712) putative protein [Arabidopsis thaliana] 
283763 

142620_1.R1011 
cyk700052228.fl 

283764 

142621_1.R1011 

xsy700214692.hl 

BLASTX 

gll71747 

232 

4.0e-19 

121 
42 

PROLIFSRATING-CELL NUCLEOLAR ANTIGEN P120 
(PROLIFERATION-ASSOCIATED NUCLEOLAR PROTEIN P120) 

>gi_482505_pir ^A48168 prolif erating-cell nucleolar antigen 

P120 - human >gi_287723_emb_CAA39119_ {X55504) P120 antigen 
[Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



283765 

142629_1.R1011 
pmx700084639.hl 



Seq. No. 
Contig ID 
5 '-most EST 



283766 

142652_1.R1011 
uC-zmroteosinte020e06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283767 

142688_1.R1011 

xmt700266360.hl 

BLASTX 

g4558550 

402 

3.0e-39 

115 

67 

(AC007138) putative protein transport factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



283768 

142692_1.R1011 

uC-zmroteosinte020hl0bl 

BLASTX 

g3881461 



39564 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 

3.0e-10 

49 

57 

(Z68753) predicted using Genefinder; Similarity to 
Glucose-repressible alcoihol dehydrogenase transcriptional 
effector (SW: CCR4_YEAST) ; cDNA EST EMBL:T01851 comes from 
this gene; cDNA EST yk240e8.5 comes from this gene; cDNA ES 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283769 

142723_1.R1011 

uC-2mroteosinte021c06bl 

BLASTX 

g481815 

150 

2,0e-09 

131 

32 

vegetative storage protein - western balsam poplar x 
Cottonwood >gi_309839 (L20233) vegetative storage protein 
[Populus trichocarpa x Populus deltoides] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283770 

142763_1.R1011 

uC-zmroteosinte021f lObl 

BLASTX 

g2190540 

478 

6.0e-48 

156 

58 

(AC001229) Similar to Arabidopsis TFLl {gb_U77674; 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283771 

142772_1.R1011 

wty700167073.hl 

BLASTX 

g3860842 

211 

2.0e-16 

89 

47 

(AJ235271) PROTEASE II 



(ptrB) [Rickettsia prowazekii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283772 

142780^1. RlOll 

uC-zmroteosinte021h05bl 

BLASTX 

g2829892 

266 

3.0e-23 

114 
47 

(AC002311) putative pectinesterase [Arabidopsis thaliana] 



Seq. No. 



283773 



39565 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142781_1.R1011 

yne700379032.hl 

BLASTX 

gl330343 

148 

l.Oe-09 

51 
53 

(U58755) C34D4.12 gene product 



[Caenorhabditis elegans] 



283774 

142784_1.R1011 

uC-zmroteosinte021h09bl 

BLASTX 

g3702321 

601 

9.0e-68 

170 

76 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 

283775 

142795_1.R1011 

uC-zmroteosinte022a08bl 

BLASTX 

g3068705 

264 

7,0e-23 

165 
36 

(AF04 9236) unknown [Arabidopsis thaliana] 
283776 

142841_1.R1011 

uC-zmroteosinte022e09bl 

BLASTX 

gl709920 

309 

4.0e-28 

146 

68 

PHOSPHORIBOSYLAMINE--GLYCINE LIGASE PRECURSOR (GARS) 

(GLYCINAMIDE RIBONUCLEOTIDE SYNTHETASE) 

(PHOSPHORIBOSYLGLYCINAMIDE SYNTHETASE) 
>gi_1019915__emb__CAA52778_ (X74766) glycinamide 
ribonucleotide synthetase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



283777 

142877_1.R1011 

uC-zmroteosinte023a02b2 

BLASTX 

g629688 

765 

2.0e-81 

226 
63 



39566 



NCBI Description 



Seq. No. 
Contig ID 
5^ -most EST 



dehydroquinase shikimate dehydrogenase - Common tobacco 
>gi_535771 {L32794) dehydroquinate dehydratase/shikimate 
dehydrogenase [Nicotiana tabacum] 

283778 

142878_1.R1011 
uC-zmroteosinte023a03b2 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283779 

142880_1.R1011 

uC-zmroteosinte023a05b2 

BLASTX 

g3309086 

989 

l.Oe-107 
225 



(AF076253) 
thaliana] 



calcineurin B-like protein 3 [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283780 

142883_2.R1011 

pmx700084260.hl 

BLASTX 

g4220537 

233 

l.Oe-19 

76 

55 

(AL035356) PsRT17- 



1 like protein [Arabidopsis thaliana] 



283781 

142891_1.R1011 

uC-zmroteosinte023b05b2 

BLASTX 

gl730621 

597 

l.Oe-61 

292 

45 

HYPOTHETICAL 48.1 KD PROTEIN IN TUB1-CPR3 INTERGENIC REGION 

>gi_630106_pir S48817 hypothetical protein YML079w - yeast 

(Saccharomyces cerevisiae) >gi_587531_emb__CAA864 98_ 
(Z46373) orf, len: 423, CAI : 0.18, 27.4% identity in 307 aa 
overlap with S36201 S36201 hypothetical protein 1 - 
Rhizobium leguminosarum [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 



283782 

142892_1.R1011 
uC-zmflmol7130e05al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



283783 

142941_1.R1011 

wyr700241738.hl 

BLASTX 

g3482914 

546 



39567 



E value 


l.Oe-62 


Match length 


263 


% identity 


50 


NCBI Description 


(AC003970) Similar to nodulins and lipase 




thaliana] 


Seq. No. 


283784 


Contig ID 


142943 l.RlOll 


5 '-most EST 


uC-zmroteosinte023fl0b2 


Method 


BLASTX 






BLAST score 


436 


E value 


6.0e-43 


Match length 


204 


^ identity 


A 1 


NCBI Description 


(AF024625) arm repeat containing protein 


Seq. No. 


283785 


Contig ID 


142960 l.RlOll 


5^ -most EST 


uC-zmroteosinte023h04b2 


Seq. No. 


283786 


Contig ID 


142994_1.R1011 


5 '-most EST 


uC-zmroteosinte024c02bl 


Method 


BLASTN 


NCBI GI 


g2924733 


BLAST score 




E value 


4.0e-14 


Match length 


134 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromos< 


MUF9, complete sequence [Arabidopsis thai. 


Seq. No. 


283787 


Contig ID 


143009__1.R1011 


5 '-most EST 


uC-zmroteosinte024d06bl 


Method 


BLASTX 


NCBI GI 


g4262167 


BLAST score 


327 


E value 


3.0e-30 


Match length 


141 



% identity 

NCBI Description 



51 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283788 

143014_1.R1011 

uC-zmroteosinte085d08bl 

BLASTX 

g2642648 

689 

2.0e-72 

192 

72 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi__2660768 (AF034 616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 



39568 



cytosolic heat shock 70 protein [Spinacia oleracea] 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



283789 

143019_1.R1011 
uC-zmroteosinte024e05bl 

283790 

143025__1.R1011 

uC-zmroteosinte024ellbl 

BLASTX 

g466170 

859 

2.0e-92 

176 

97 

GTP-BINDING PROTEIN YPTMl >gi__283055__pir ^A38202 ypt family 

- maize >gi_287833_emb_CAA4 4 918_ (X63277) yptml [Zea mays] 

283791 

143043_1.R1011 

uC-zmroteosinte024g06bl 

BLASTX 

g2335100 

1163 

l.Oe-128 

284 

74 

(AC002339) unknown protein [Arabidopsis thaliana] 
283792 

143050___1.R1011 

uC-zmroteosinte024h01bl 

BLASTX 

gl402878 

353 

3.0e-33 

159 

45 

(X98130) unknown [Arabidopsis thaliana] 
283793 

143062_1.R1011 

uC- zmro t e OS int e082c05bl 

BLASTX 

g2832643 

303 

2.0e-27 

137 

52 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
283794 

143067_1.R1011 
uC-zmroteosinte025a06bl 



Seq. No. 

Contig ID 



283795 

143076 2.R1011 



39569 



5 '-most EST 



rvt700550061.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283796 

143081_1.R1011 

uC-zmroteosinte02 5b08bl 

BLASTX 

g2252829 

144 

6.0e-09 

96 

34 

(AF013293) A_IG005I10.6 gene product [Arabidopsis thaliana] 
283797 

143175_1.R1011 

qmh700027514.fl 

BLASTX 

gll61167 

321 

3.0e-29 

266 

30 

(L424 66) ethylene-forming enzyme [Picea glauca] 



Seq. No. 
Contig ID 
5 '-most EST 



283798 

143201_1.R1011 
zuv700353058.hl 



Seq. No. 
Contig ID 
5 '-most EST 



283799 

143203_1.R1011 
uC-zmroteosinte02 6e04bl 



Seq. No. 
Contig ID 
5 '-most EST 



283800 

143203_2.R1011 
wty700166350.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283801 

143207_1.R1011 

uC-zmroteosinte026e09bl 

BLASTX 

g421929 

515 

l.Oe-94 

184 
14 

ubiquitin - tomato >gi_312160_emb_CAA5167 9_ 
ubiquitin [Lycopersicon esculentum] 



(X73156) 



Seq. No. 
Contig ID 
5 '-most EST 



283802 

143214_2.R1011 
uer700579631.hl 



Seq. No. 
Contig ID 
5 '-most EST 



283803 

143218_1.R1011 
uC-zmroteosinte02 6f lObl 



Seq. No. 



283804 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143225_1.R1011 

uC-zmroteosinte026g05bl 

BLASTX 

g2558654 

472 

3.0e-47 

186 
55 

(AC002354) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283805 

143239_1.R1011 

uC-zmroteosinte026hl0bl 

BLASTX 

g2558664 

344 

4.0e-32 

212 

44 

(AC002354) hypothetical protein [Arabidopsis thaliana] 
283806 

143245_1.R1011 

dyk700105062.hl 

BLASTX 

g422028 

929 

l.Oe-100 

214 

87 

transcription factor 0BF3.1, ocs element-binding - maize 
>gi_297020_emb_CAA48905_ (X69153) ocs-element binding 
factor 3.1 [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



283807 

143246_1.R1011 
uC-zmroteosinte027a05bl 



Seq. No. 
Contig ID 
5 '-most EST 



283808 

143256_1.R1011 
uC-zmroteosinte027b04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283809 

143293_1.R1011 

pmx700085817.hl 

BLASTX 

g2414618 

301 

3.0e-27 

119 

52 

{Z99259) ribonuclease II RNB family protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



283810 

143295_1.R1011 
uC-zmroteosinte027f 03bl 



39571 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4049341 

336 

8.0e-38 

216 

38 

(AL034567) 



putative protein [Arabidopsis thaliana] 



283811 

143339^1, RlOll 

xsy700217829.hl 

BLASTX 

g4102839 

289 

l.Oe-25 

159 

40 

(AF016713) LeOPTl 



[Lycopersicon esculentum] 



283812 

143343_1.R1011 

rvt700549103.hl 

BLASTX 

g4056437 

357 

l.Oe-33 

131 
56 

(AC005990) Strong similarity to PFAM PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

283813 

143343_2.R1011 
fC-zmfl700342321d4 

283814 

143348_1.R1011 

cjh700194776.hl 

BLASTX 

g3924615 

551 

l.Oe-56 

146 

73 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
283815 

143358_1.R1011 

uer700578563.hl 

BLASTX 

g722377 

575 

l.Oe-60 

146 
77 

(U23139) highly similar to beta-ureidopropionase 
(SP:BUP RAT) [Caenorhabditis elegans] 



39572 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283816 

143362_1.R1011 

uC-zmroteosinte028ci05bl 

BLASTX 

g2829918 

384 

4.0e-37 

121 

66 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283817 

143378_1.R1011 
xsy700217057.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283818 

143407_1.R1011 

fdz701163687.hl 

BLASTX 

gl351357 

408 

8.0e-4'0 

123 

65 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 14 KD PROTEIN 
(CR14) >gi_633681_emb_CAA558 63_ (X79276) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283819 

143446_1.R1011 
uC-zmroteosinte092d07b2 
BLASTX 
g2506931 
445 

3.0e-83 

343 
47 

APYRASE PRECURSOR { AT P-D I PHOSPHATASE) (ADENOSINE 
DI PHOS PHATASE ) { ADPASE ) ( AT P- DI PHOS PHOH YDROLASE ) 

>gi_2129977_pir JC4616 apyrase (EC 3.6,1.5) - potato 

>gi_1381633 {U58597) ATP-diphosphohydrolase [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283820 

143448_1.R1011 

xsy700207324.hl 

BLASTX 

g3063445 

179 

6.0e-13 

137 

24 

(AC003981) F22013.7 



[Arabidopsis thaliana] 



Seq. No. 



283821 



39573 



Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



143449_1.R1011 

afb700381871.hl 

BLASTX 

gl815666 

159 

9.0e-ll 

54 

57 

{U83707) farnesyl protein transferase subunit A 
[Lycopersicon esculentum] 

283822 

143457_1.R1011 
ymt700220858.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283823 

143467_1.R1011 

uC-zmroteosinte02 9e02bl 

BLASTX 

g4512698 

887 

7.0e-96 

188 

82 

{AC006569) hypothetical protein [Arabidopsis thaliana] 
283824 

143512_1.R1011 
uC-zmroteosinte031a02bl 



Seq. No. 

Contig ID 
5 '-most EST 



283825 

143536_1.R1011 
uC-zmroteosinte030c09bl 



Seq. No. 

Contig ID 
5 '-most EST 



283826 

143598_1.R1011 
uC-zmroteosinte030hl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283827 

143604_1.R1011 
uC-zmroteosinte031a06bl 



Seq. No. 
Contig ID 
5 '-most EST 



283828 

143621__1.R1011 
uwc700155810.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283829 

143648_1,R1011 

ymt700220655.hl 

BLASTX 

g4006893 

306 

l.Oe-27 

158 
39 

(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 



39574 



Seq. No. 
Contig ID 
5 '-most EST 



283830 

143659_1.R1011 
uC-zmroteosinte031f Olbl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283831 

143707_1.R1011 

uC-zmroteosinte032b03bl 

BLASTX 

g2499946 

612 

2.0e-63 

181 

70 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283832 

143710_1.R1011 

uC-zmroteosinte032b08bl 

BLASTX 

g2924516 

506 

3.06-51 
149 
58 

(AL022023) 
thaliana] 



WD-40 repeat protein (MSI3) [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



283833 

143728_1.R1011 
uC-zmroteosinte032d03bl 



Seq. No. 

Contig ID 
5 '-most EST 



283834 

143740_1.R1011 
uC-zmroteosinte032e06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



283835 

143770_1.R1011 

uC-zmroteosinte032h01bl 

BLASTX 

g3513726 

170 

l.Oe-11 

70 
51 

(AF080118) F8M12.23 gene product [Arabidopsis thaliana] 
>gi_4539354_emb__CAB40048.1_ {AL049525) putative protein 
[Arabidopsis thaliana] 

283836 

143777_1.R1011 
uC-zmroteosinte032hllbl 



Seq. No, 

Contig ID 



283837 

143790 l.RlOll 



39575 



5 '-most EST 



fwa700101688.hl 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



283838 

143796_1.R1011 
ceu700431553.hl 

283839 

143796_2,R1011 
uC-zmflmol7 340g03al 

283840 

143802__1.R1011 
uC-zmflb73299g06al 

283841 

143808_1.R1011 
pmx700084190.hl 

283842 

143808_2.R1011 
mwy700438817.hl 

283843 

143854_2.R1011 

uC-zmroteosinte033h04bl 

BLASTX 

g4103635 

215 

4.0e-17 

82 
49 

{AF026538) ABA-responsive protein 
283844 

143857_1.R1011 
fwa700098272,hl 

283845 

143883__1.R1011 
uC-zmroteosinte034c01bl 



283846 

143894_1.R1011 

uC-zmroteosinte034cl2bl 

BLASTX 

g217995 

479 

5.0e-48 

173 

57 

(D13683) peroxidase [Populus kitakamiensis] 
283847 

143933_1.R1011 

uC-zmroteosinte034g06bl 

BLASTX 

g2288969 



[Hordeum vulgare] 



39576 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



494 

6.0e-50 

98 

97 

(Y12862) glutathione transferase [Zea mays] 
283848 

143933_2.R1011 

ntr700075851.hl 

BLASTN 

g2288968 

280 

l.Oe-156 

389 
96 

Zea mays mRNA for glutathione transferase 
283849 

143944_1.R1011 
uC-zmroteosinte034h05bl 



Seq. No. 
Contig ID 
5 '-most EST 



283850 

143962_1.R1011 
mwy700438651.hl 



Seq. No. 

Contig ID 
5 '-most EST 



283851 

143976_1.R1011 
uC-zmroteosinte035c01b2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



283852 

144021_1.R1011 
tfd700572957.hl 

283853 

144031__1.R1011 

uC-zmroteosinte035g09b2 

BLASTX 

g2281090 

465 

2.0e-46 

157 
60 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
283854 

144093_1.R1011 
nwy700446528.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



283855 

144096_1.R1011 
uC-zmroteosinte036g06bl 

283856 

144119_1.R1011 
pwr700450706.hl 
BLASTX 
g4586246 



39577 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



421 

2.0e-41 

152 
49 

(AL049640) putative protein [Arabidopsis thaliana] 
283857 

144120_1.R1011 

uC-zmroteosinte037b02bl 

BLASTX 

g2464901 

344 

2.0e-32 

99 

71 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



283858 

144149_1.R1011 
pmx700091683.hl 

283859 

144169_1.R1011 

ntr700075143.hl 

BLASTX 

g550542 

441 

3.0e-67 

312 

45 

(X81831) cytochrome P450 [Zea mays] 

>gi_1850903_emb_CAA72196_ (Y11368) cytochrome p450 [Zea 
mays] 

283860 

144197_1.R1011 
uC-zmroteosinte037hl0bl 

283861 

144206_1.R1011 
uC-zmroteosinte038a07bl 

283862 

144214_1.R1011 

uC-zmroteosinte038b03bl 

BLASTX 

g3093294 

380 

l.Oe-36 

88 

80 

(Y12782) putative villin [Arabidopsis thaliana] 
283863 

144254_1.R1011 
uC-zmroteosinte038e08bl 



39578 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



283864 

144254_2,R1011 
uC-zmflb73030dl2al 

283865 

144267_1.R1011 

uC-zmroteosinte038f09bl 

BLASTX 

g2842526 

328 

4.0e-30 

151 

42 

(AL021746) hypothetical anaphase promoting factor component 
[Schizosaccharomyces pombe] >gi_3393013_emb_CAA20105__ 
(AL031174) hypothetical anaphase promoting complex 
component [Schizosaccharomyces pombe] 
>gi__34 02334_dbj_BAA32157_ (AB012919) ApclO (anaphase 
promoting complex) [Schizosaccharomyces pombe] 

283866 

144274_1.R1011 

nbm700467779.hl 

BLASTX 

g4455217 

355 

2.0e-33 

145 
51 

(AL035440) Avr9 elicitor response like protein [Arabidopsis 
thaliana] 

283867 

144275_1.R1011 

xsy700211860.hl 

BLASTX 

gll8571 

175 

2.0e-12 

136 

32 

GRANATICIN POLYKETIDE SYNTHASE PUTATIVE KETOACYL REDUCTASE 

1 (0RF5) >gi_80860_pir S05397 granaticin-producing 

polylcetide synthase chain 5 - Streptomyces violaceoruber 
>gi_47978_emb_CAA34263__ (X16144) Icetoacyl reductase (AA 
1-273) [Streptomyces violaceoruber] >gi_47 992_emb_CAA34368_ 
(X16300) ORE 5 (AA 1-272) [Streptomyces violaceoruber] 
>gi_4218563_emb_CAA09652.1_ (AJ011500) polylcetide 
ketoreductase [Streptomyces violaceoruber] 

283868 

144317_1.R1011 
uC-zmroteosinte039bl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



283869 

144357_1.R1011 
UWC700152443 



39579 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g3402687 

387 

4.0e-37 

154 
50 

(AC004697) 



unknown protein [Arabidopsis thaliana] 



283870 

144381_1.R1011 

uC-2mroteosinte039hl0bl 

BLASTX 

g2289002 

210 

l.Oe-23 

96 
57 

{AC002335) unknown protein [Arabidopsis thaliana] 
283871 

144388_1.R1011 
uC-zmroteosinte040a05bl 

283872 

144412_1.R1011 
wty700165080.hl 

283873 

144412_2.R1011 
xtj700377375.hl 

283874 

144423_1.R1011 
uC-zmroteosinte04 0d06bl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283875 

144444__1.R1011 
xsy700214822.hl 

283876 

144447_1.R1011 

fdz701163659.hl 

BLASTX 

g2982455 

382 

7.0e-37 

100 
74 

(AL022223) putative uracil phosphoribosyl transferase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283877 

144473_1.R1011 
uC-zmroteosinte040hl0bl 



Seq. No. 
Contig ID 



283878 

144521 l.RlOll 



39580 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte041dl0bl 

BLASTX 

g3219785 

172 

4.0e-21 

103 
57 

PUTATIVE CYSTEINE SYNTHASE {0-ACETYLSERINE SULFHYDRYLASE) 
(0-ACETYLSERINE (THIOL) -LYASE) (CSASE) 
>gi_21044 33_emb_CAB087 45_ (Z95395) putative cysteine 
synthase [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



283879 

144524_1.R1011 
uC-zmroteosinte041e01bl 



Seq. No. 
Contig ID 
5 '-most EST 



283880 

144536_1.R1011 
uC-zmflb73220g06b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283881 

144539_1.R1011 

pmx700090225.hl 

BLASTX 

g2462671 

283 

5.0e-25 

164 

41 

(Z98529) putative RNA-binding protein [Schizosaccharomyces 
pombe] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283882 

144551_1.R1011 

wty700166258.hl 

BLASTX 

g2739385 

421 

8.0e-45 

161 

57 

{AC002505) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283883 

144576_1.R1011 
uC-zmroteosinte042b01bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



283884 

144596^1. RlOll 

uC-zmroteosinte042c09bl 

BLASTX 

gl707980 

393 

5.0e-38 

98 

76 



39581 



NCBI Description 



Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLUTAREDOXIN >gi_1084 4 58_pir S41736 glutaredoxin 

thioltransferase - Rice >gi_485953_einb__CAA54397_ (X77150) 
glutaredoxin [Oryza sativa] 

283885 

144607_1.R1011 

uC-zmroteosinte042d09bl 

BLASTX 

g2804465 

168 

7.0e-12 

124 
31 

(AF043700) contains similarity to human RNA-binding protein 
FUS/TLS (SW:Q28009) [Caenorhabditis elegans] 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



283886 

144628_1.R1011 
uC-zmroteosinte042f07bl 

283887 

144655_1.R1011 

uC-zmroteosinte04 2hllbl 

BLASTX 

g3355474 

331 

7.0e-31 

141 
46 

(AC004218) unknown protein [Arabidopsis thaliana] 
283888 

144660_1.R1011 
uC-zmroteosinte04 3a05b2 



Seq. No. 

Contig ID 
5 '-most EST 



283889 

144664_1.R1011 
uer700577692.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



283890 

144693_1.R1011 

xmt700262428.hl 

BLASTX 

g2827651 

422 

2.0e-41 

194 
20 

(AL021637) putative protein [Arabidopsis thaliana] 
283891 

144709_1,R1011 
uC-zmroteosinte043f 01b2 



Seq. No. 

Contig ID 
5 '-most EST 



283892 

144717_1.R1011 
hbs701185354.hl 



39582 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283893 

144720_1.R1011 

uC-zmroteosinte043g01b2 

BLASTX 

g4510421 

206 

3.0e-16 

104 
45 

(AC006929) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283894 

144726_1.R1011 

xjt700095129.hl 

BLASTX 

g3746964 

576 

2.0e-59 

149 

78 

(AF092168) signal recognition particle 54 
precursor [Arabidopsis thaliana] 



kDa subunit 



Seq. No. 
Contig ID 
5 '-most EST 



283895 

144795_1.R1011 
uC-zmroteosinte04 4g05b2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
, Match length 
% identity 
NCBI Description 



283896 

144800_1.R1011 

uC-zmroteosinte04 4gl0b2 

BLASTX 

g3080400 

176 

2.0e-24 

120 
54 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455264_emb_CAB36800.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283897 

144808_1.R1011 

tfd700574789.hl 

BLASTX 

g4539459 

577 

l.Oe-59 

159 

70 

(AL049500) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283898 

144869_1.R1011 
uC-zmroteosinte045gllb2 



Seq. No. 



283899 



39583 



Contig ID 
5 '-most EST 



144900_1.R1011 
fwa700097070,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283900 

144909_1.R1011 

wyr700240469.hl 

BLASTX 

g4586378 

647 

9.0e-97 

246 

71 

(AB02174 6) nicotianamine synthase 1 



[Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283901 

144909_2.R1011 

uC-zmroteosintel05a04bl 

BLASTX 

g4586378 

264 

4.0e-27 

124 
60 

(AB021746) nicotianamine synthase 1 [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



283902 

144953_1.R1011 
uC-zmflb73017c07a2 



Seq, No. 
Contig ID 
5 '-most EST 



283903 

144977_1.R1011 
uC-zmroteosinte047a01b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283904 

144985^1. RlOll 

uC-zmroteosinte047a06bl 

BLASTX 

g559330 

200 

3.0e-15 

84 

45 

{D38521) The ha0919 gene product is novel. 



[Homo sapiens] 



Seq. No. 


283905 


Contig ID 


145009 l.RlOll 


5 '-most EST 


pmx700082825.hl 


Seq. No. 


283906 


Contig ID 


145009 2.R1011 


5 '-most EST 


yyf700351814.hl 


Seq. No. 


283907 


Contig ID 


145028_1.R1011 


5 '-most EST 


uC-zmroteosinte047cllb2 


Method 


BLASTX 


NCBI GI 


g4572677 



39584 



BLAST score 


256 


E value 


6.0e-22 


Match length 


131 


% identity 


45 


NCBI Description 


(AC006954) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


283908 


Contig ID 


145029_1.R1011 


5 '-most EST 


uC-zmroteosinte04 7c07bl 


Seq. No. 


283909 


Contig ID 


145040 l.RlOll 


5 '-most EST 


wyr700242037.hl 


Method 


BLASTX 


NCBI GI 


gl8711o / 


BLAST score 


787 


E value 


5.0e-84 


Match length 


232 


% identity 


64 


NCBI Description 


{U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


283910 


Contig ID 


145044 l.RlOll 


5 '-most EST 


gct701175810.hl 


Method 


BLASTX 


NCBI GI 


g4544412 


BLAST score 


294 


E value 


2.0e-26 


Match length 


98 


% identity 


53 


NCBI Description 


(AC006955) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


283911 


Contig ID 


145062 l.RlOll 


5 '-most EST 


nbm700465319.hl 


Method 


BLASTX 


NCBI GI 


g4(jy / bo / 


BLAST score 


249 


E value 


5.0e-21 


Match length 


76 


% identity 


58 


NCBI Description 


(U64 926) NTGP5 [Nicotiana tabacum] 


Seq. No. 


283912 


Contig ID 


145069_1.R1011 


5 '-most EST 


uC-zmroteosinte047e08b2 


Seq. No. 


283913 


Contig ID 


145110 l.RlOll 


5 '-most EST 


cyk700050256.fl 


Method 


BLASTX 


NCBI GI 


g2696221 


BLAST score 


407 


E value 


l.Oe-39 


Match length 


142 


% identity 


57 


NCBI Description 


(D55708) chitinase [Oryza sativa] 



39585 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283914 

145126_1.R1011 

uC-zmroteosinte048al2bl 

BLASTX 

g2129635 

207 

5.0e-28 

151 
49 

light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_132168 6_emb_CAA6637 6_ {X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5^ -most EST 



283915 

145128_1.R1011 
nwy700444566.hl 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283916 

145141_1.R1011 

uC-zmroteosinte048c05bl 

BLASTX 

g4510348 

288 

l.Oe-25 

134 

47 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283917 

145154_1.R1011 
uC-zmroteosinte048d07bl 



Seq. No. 
Contig ID 
5 '-most EST 



283918 

145161_1.R1011 
wty700170004.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283919 

145198_1.R1011 

uC-zmroteosinte049b01bl 

BLASTX 

g3702324 

185 

l.Oe-13 

98 
37 

{AC005397) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



283920 

145223_1.R1011 

uC-zmroteosinte04 9d09bl 

BLASTX 

g4454051 

641 

6.0e-67 

240 
52 



39586 



NCBI Description 



(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 


283921 


Contig ID 


145235_1.R1011 


5 '-most EST 


uC-zmroteosinte04 9el0bl 


Seq. No. 


283922 


Contig ID 




5 '-most EST 


rvt700552989.hl 


Method 


BLASTX 


NCBI GI 


gl449336 


BLAST score 


210 


E value 


2.0e-16 


Match length 


222 


% identity 


32 


NCBI Description 


(Z77163) lipM [Mycobacte 


Seq. No. 


283923 


Contig ID 


145254 l.RlOll 


5 '-most EST 


ymt700219992.hl 


Method 


BLASTX 


NCBI GI 


g2506379 


BLAST score 


716 


E value 


l.Oe-75 


Match length 


271 


% identity 


53 


NCBI Description 


GTP-BINDING PROTEIN GUFl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1077352_pir S50374 GTP-binding protein GUFl - yeast 

(Saccharomyces cerevisiae) >gi_596037 {U17243) Similar to 
GTP binding proteins [Saccharomyces cerevisiae] 

283924 

145299_2.R1011 

pmx700082148.hl 

BLASTX 

g3063706 

620 

l.Oe-64 

175 

66 

(AL022537) putative protein [Arabidopsis thaliana] 
283925 

145307_1.R1011 

ymt700222317.hl 

BLASTX 

g3914502 

674 

l.Oe-86 

200 

84 

ASPARTATE CARBAMOYL! RAN SFERASE 1 PRECURSOR (ASPARTATE 
TRANSCARBAMYLASE 1) (ATCASE 1) >gi_495659 {M96981) 
aspartate carbamoyltransf erase [Pisum sativum] 



Seq. No. 



283926 



39587 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145384_1.R1011 

uC-zmroteosinte053gl2b2 

BLASTX 

g2829910 

391 

8.0e-38 
157 
46 

(AC002291) 
chromosome 



Unknown protein, contains regulator of 
condensation motifs [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



283927 

145420_1.R1011 
uC-zmroteosinte057d05bl 

283928 

145454__1.R1011 

uC-zmroteosinte057g08bl 

BLASTX 

g3482977 

548 

2.0e-56 

122 

84 

(AL031369) putative protein [Arabidopsis thaliana] 
283929 

145455_1.R1011 

pmx700083239.hl 

BLASTX 

g3834629 

311 

4.0e-28 

260 
26 

(AF094519) diaphanous-related formin; pl34 mDia2 [Mus 
mus cuius] 

283930 

145455_2.R1011 
pmx700091716.hl 

283931 

145506_1.R1011 

qmh700030501.fl 

BLASTX 

g3522950 

381 

l.Oe-36 

175 

49 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
283932 

145558_1.R1011 

cat700019122.rl 

BLASTX 



39588 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2316016 
557 

3.0e-57 

190 

59 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
283933 

145560_1.R1011 

uC-zmroteosinte05 8hl2b2 

BLASTX 

gll71691 

397 

2,0e-38 

208 

37 

NEUROLYSIN PRECURSOR (NEUROTENSIN ENDOPEPTIDASE) 
(MITOCHONDRIAL OLIGOPEPTIDASE M) (MICROSOMAL ENDOPEPTIDASE) 
(MEP) >gi_9B7087_emb_CAA60630_ (X87157) neurolysin [Rattus 
norvegicus] 



Seq. No. 

Contig ID 
5 '-most EST 



283934 

145568_1.R1011 
fC-zmfl700552771f3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283935 

145622_1.R1011 

ntr700073133.hl 

BLASTX 

g2623304 

197 

5.0e-15 

159 

30 

(AC002409) similar to Medicago nodulin N21 [Arabidopsis 
thaliana] 

283936 

145635_1.R1011 

dyk700102872.hl 

BLASTX 

gl346104 

1066 

l.Oe-117 

226 

88 

GUANINE NUCLEOTIDE-BINDING PROTEIN ALPHA-1 SUBUNIT 
(GP-ALPHA-1) >gi_540533_dbj_BAA07405_ (D38232) G protein 
alpha subunit [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 



283937 

145655_1.R1011 
uC-zmroteosinte060b05bl 



Seq. No. 
Contig ID 
5 '-most EST 



283938 

145656_1.R1011 
tfd700576610.hl 



39589 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl323742 

150 

2.0e-09 

112 

35 

(U32427) unknown [Triticum aestivum] 
283939 

145674_1.R1011 

yint700224550.hl 

BLASTX 

g4539452 

1029 

l.Oe-112 

247 

74 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

283940 

145678_1.R1011 

ypc700799057.hl 

BLASTN 

g3510345 

48 

l.Oe-17 

208 
81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283941 

145705_1.R1011 

xmt700262067.hl 

BLASTX 

g4455309 

253 

2.0e-27 

133 

51 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
283942 

145754_1,R1011 

uC-zmroteosinte061bllb2 

BLASTX 

g4160292 

521 

7 .Oe-53 

203 
49 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 '-most EST 



283943 

145770_1,R1011 
uC-zmroteosinte061dQ3b2 



39590 





Method 


BLASTX 




NCBI GI 


g4249403 




BTAST score 


239 




J_t V Q. X Lie; 


5 Oe-20 




lidu^xi -UdiyLii-i 


83 




S; 1 Hon "h 1 i" V 


58 




NPRT n^sPTiDl"ion 


{AC006072) unknown protein [Arab: 




kJ C M • lN • 


283944 




Cnntia ID 


145782 2.R1011 




t -TTtncii- l^^T 

U ilLU O L XLtO X 


nr-7Tnrntpnc!-i nte1 ?0h08b2 




Method 


BLASTX 




NCBI GI 


g4467124 






220 




E value 


9. Oe-18 




Match length 


165 




% identity 


32 




NPRT Df^ ciPT"! nt i nn 


(AL035S381 hvoothetical orotein 




Seq, No. 


283945 




Contig ID 


145788_1.R1011 




O iLlU O U JZj O 1 


LiO ZjXIlJ- Cj' L- CLyO XI i I- C; W V-> X C JL X JkJiC 




O fc: ^ • LN w • 


iL^KJ ^ \J 




r'orrh 1 rt TTl 
1^ UII L ± y ± LJ 


x^ioovjo x«r\xvjxx 






\7TV\Y 1 n 0^9 ? 4 n hi 


y ' 


O C LJ^ • LN ^w? • 


iL. O -J -7 1 / 




Cnnt "i a ID 


145815 1 RlOll 




^ lUL^O U i-iO X 


rvk70nTT4 7 fiQO fl 

Pi. f \J ^ \J ^ 1 \J ~/ \J m J L 




Method 


BLASTX 




NCBI GI 


gll68470 




BLAST score 


472 




E value 


l.Oe-47 


lie 


Match length 


112 




% identity 


79 




NCBI Description 


PROTEIN KINASE APKIA >gi 282877 ] 



S28615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_21782 9_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



283948 

145819_1. RlOll 
uC-zmroteosinte061h06b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283949 

145846_1. RlOll 

uC-zmroteosinte062bllbl 

BLASTX 

g4559380 

492 

9-0e-50 

144 

62 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



39591 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283950 

145859__1.R1011 

xyt700344750.hl 

BLASTX 

g549736 

168 

l.Oe-11 

89 
45 

HYPOTHETICAL 4 9.7 KD PROTEIN IN GIN2-STE3 INTERGENIC REGION 
>gi_539212_pir S38002 hypothetical protein yKL172w - yeast 

(Saccharomyces cerevisiae) >gi_4 07510_einb_CAA81515_ 

(Z26878) unknown [Saccharomyces cerevisiae] 
>gi_48 6302_emb_C7y^.82014__ (Z28172) ORF YKL172w 

[Saccharomyces cerevisiae] >gi_1582533_prf 2118403G ORF 

[Saccharomyces cerevisiae] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score ^ 

E value 

Match length 

% identity 

NCBI Description 



283951 

145863_1.R1011 

uC-zmroteosinte062d08bl 

BLASTX 

g3643598 

309 

3.0e-28 
96 
59 

(AC005395) 
thaliana] 



putative poly (A) polymerase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 
Method 



283952 

145918_1.R1011 

mwy700442380.hl 

BLASTX 

g2459441 

142 

3.0e-09 

93 

35 

(AC002332) putative SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana] 

283953 

145923_1.R1011 

uC-zmroteosinte074bl0bl 

BLASTX 

g2252831 

439 

3.0e-43 

218 
40 

(AF013293) No definition line found [Arabidopsis thaliana] 
283954 

145941_1.R1011 

uC-zmroteosinte063c06bl 

BLASTX 



39592 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



g3341694 
257 

4 .Oe-22 

108 
50 

(AC003672) 



PREG-like protein [Arabidopsis thaliana] 



283955 

145950_1.R1011 
uC-zmroteosinte063d03bl 

283956 

145966_1.R1011 

wyr700235221.hl 

BLASTX 

g4512659 

855 

6.0e-92 
263 

65 . . , 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi 4544465_gb__AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

283957 

145981_1.R1011 

uC-zmflb73246bG7b3 

BLASTX 

g4587560 

390 

2.0e-37 
185 
50 

(AC006577) F15I1.27 



[Arabidopsis thaliana] 



283958 

146059_1.R1011 
rvl700457553.hl 

283959 

146081_1.R1011 

ymt700220938.hl 

BLASTX 

gl350680 

363 

6.0e-35 

94 

69 

60S RIBOSOMAL PROTEIN LI 
283960 

146086_1.R1011 

pmx700084301.hl 

BLASTX 

g2582971 

432 

5.0e-67 



39593 



Match length 139 
% identity 88 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
.. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



(D83711) TKRP125 [Nicotiana tabacum] 
283961 

146111^1. RlOll 
cyk700048388.fl 

283962 

146120_1.R1011 
qmh700029404.fl 
BLASTX 
g3702332 
182 

3.0e-13 
141 
31 

(AC005397) unknown protein [Arabidopsis thaliana] 



283963 

146126_1.R1011 
uC-zmroteosinte066c07bl 
BLASTX 
g3170178 
181 

4.0e-13 

58 
53 

(AF039689) antigen NY-CO-7 



[Homo sapiens] 



283964 

146130_1.R1011 
uC-zmroteosinte066cllbl 
BLASTX 
g3075392 
418 

6.0e-41 

175 
45 

(AC004484: 
thaliana] 



putative steroid dehydrogenase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283965 

146131_1.R1011 
uC-zmroteosinte066cl2bl 

283966 

146146_1.R1011 

ceu700430218.hl 

BLASTX 

g3135271 

447 

4 , Oe-44 

146 

54 

(AC003058) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



39594 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283967 

146157_1.R1011 

tfd700575845.hl 

BLASTX 

g3559805 

413 

2.0e-62 

141 

76 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283968 

146159_1.R1011 
mwy700440372.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283969 

146175_1.R1011 

fC-zmle7004 33352a4 

BLASTX 

g4585908 

650 

6.0e-68 

258 
50 

(AC006298) putative lysosomal acid lipase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



283970 

146192_1.R1011 
wyr700239751.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283971 

146215_1.R1011 

uC-zmroteosinte067c06bl 

BLASTX 

g4490325 

378 

l.Oe-41 

139 
60 

(AL035656) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283972 

146237_1.R1011 

uC-zmroteosinte067e04bl 

BLASTX 

g4490316 

447 

3.0e-44 

225 
46 

(AL035678) nucellin-lilce protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



283973 

146243 l.RlOll 



39595 



5 '-most EST 



uC-zmflb73241f08b2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283974 

146251_1.R1011 
uC-zmroteosinte067f 07bl 

283975 

146328_1.R1011 

uC-zmroteosinte068e05bl 

BLASTX 

g4505235 

309 

3.0e-28 
164 

mannose phosphate isomerase >gi_462567_sp_P34949__MANA_HUMAN 
MANNOSE-6-PHOSPHATE ISOMERASE ( PHOSPHOMANNOSE ISOMERASE) 

(PMI) (PHOSPHOHEXOMUTASE) >gi_631328_pir S41122 

mannose-6-phosphate isomerase (EC 5.3.1.8) - human 

>gi 416017_emb_CAA53657_ (X76057) phosphomannose isomerase 

[Homo sapiens] >gi_740967_prf 2006245A phosphomannose 

isomerase [Homo sapiens] 

283976 

146338_1.R1011 

dhd700197920.hl 

BLASTX 

g3885336 

340 

l.Oe-31 

210 

30 

(AC005623) receptor-like protein kinase [Arabxdopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283977 

146339_1.R1011 
nbm700471011.hl 

283978 

146397_2,R1011 

kem700611456.hl 

BLASTX 

g4539347 

350 

2.0e-33 

87 

76 

(AL035539) putative growth regulator protein [Arabidopsxs 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



283979 

146421_1.R1011 
uC-zmroteosinte069f02bl 

283980 

146455 l.RlOll 



39596 



5 '-most EST 



uC-zmroteosinte07 0a01bl 



283981 

146471_1.R1011 
uC-zmroteosinte070b05bl 
BLASTX 
g38505B8 
515 

3.0e-52 
209 
48 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 

Seq. No. 283982 

Contig ID 146481^1 . RlOll 

5 '-most EST uC-zmroteosinte070c03bl 

Seq. No. 283983 

Contig ID 14 6488_1 . RlOll 

5'-most EST ymt700224150 . hi 

Method BLASTX 

NCBI GI g4220474 

BLAST score 443 

E value l.Oe-43 

Match length 230 

% identity 48 ^.^ ■ 

NCBI Description (AC006069) putative myosin heavy chain [Arabidopsxs 
thaliana] 

Seq. No. 283984 

Contig ID 146519_1 . RlOll 

5'-most EST fwa700097948 . hi 

Method BLASTX 

NCBI GI g2829889 

BLAST score 285 

E value 4 .Oe-25 

Match length 150 

% identity 41 . ^ . . 

NCBI Description (AC002396) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 283985 

Contig ID 14 6570_1 . RlOll 

5 '-most EST uC-zmroteosinte072c04b2 

Method BLASTX 

NCBI GI g4544440 

BLAST score 283 

E value 5.0e-25 

Match length 178 

% identity 37 

NCBI Description (AC006592) unknown protein [Arabidopsis thaliana] 

Seq. No. 283986 

Contig ID 14 6581_1 . RlOll 

5 '-most EST pmx7000834 94 . hi 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



39597 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501242 

268 

3.0e-23 

176 

34 

DNA TOPOISOMERASE III >gi_1292912 (U43431) DNA 
topoisomerase III [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283987 

146602_1.R1011 

uC-zmflmol7154a09al 

BLASTX 

g2342676 

391 

9.0e-38 

95 
75 

(AC000106) 
(gb_X93301 



Strong similarity to Oryza 
. [Arabidopsis thaliana] 



NADPH oxidase 



Seq. No. 

Contig ID 
5^ -most EST 



283988 

146611_2.R1011 
cat700021214.rl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



283989 

146613_1.R1011 
uC-zmroteosinte072gl0b2 

283990 

146615_1.R1011 
uC-zmroteosinte072gl2b2 

283991 

146627_1.R1011 

uC-zmroteosinte072hl2b2 

BLASTX 

g4432861 

237 

9.0e-20 

85 
56 

{AC006300) hypothetical protein [Arabidopsis thaliana] 
283992 

146674_1.R1011 

tzu700203127.hl 

BLASTX 

gl724112 

171 

5.0e-12 

68 

53 

[U80037) ABA induced plasma membrane protein PM 19 
[Triticum aestivum] 



Seq. No. 



283993 



39598 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146677_1.R1011 

uC-zmroteosinte073e05bl 

BLASTX 

g3860051 

177 

8,0e-18 
165 
42 

{AF096868) 
mus cuius] 



transcytosis associated protein pll5 [Mus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



283994 

146680^1. RlOll 

uC-zmroteosinte073e08bl 

BLASTX 

g4314388 

533 

l.Oe-55 

198 
59 

(AC006232) hypothetical protein [Arabidopsis thaliana] 
283995 

146733_1.R1011 

cjh700193449.hl 

BLASTX 

gll72557 

579 

9.0e-60 

112 
100 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_422030_pir S34146 porin porl - maize 

>gi_626044_pir ^A55017 porin, plastid - maize 

>gi_313136_emb_CAA51828_ (X73429) porin [Zea mays] 

283996 

146737_1.R1011 
uC-zmroteosinte074b06bl 

283997 

146744_1.R1011 

dyk700106239.hl 

BLASTX 

g2589162 

494 

l.Oe-60 

194 

61 

(D88451) aldehyde oxidase [Zea mays] 
283998 

146773_1.R1011 
uC-zmroteosinte07 4el2bl 



Seq. No. 



283999 



39599 



# 



Contig ID 
5 '-most EST 



146775_1,R1011 
yyf700347701.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284000 

146785_1.R1011 

wyr700239104 .hi 

BLASTX 

g4432841 

180 

l.Oe-12 

166 

36 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
284001 

146791_1.R1011 

qmh700028951.fl 

BLASTX 

g2632019 

282 

9.0e-25 

212 

36 

(AJ002571) YkfB [Bacillus subtilis] 
>gi_2633652_emb_CAB13155_ (Z99110) similar to 
chloromuconate cycloisomerase [Bacillus subtilis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284002 

146820_1.R1011 

uC-zmroteosinte075al2bl 

BLASTX 

g2246380 

437 

3.0e-43 

147 

59 

(Z86095) peptidyl -prolyl cis-trans isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



284003 

146843_1.R1011 

wyr700243620.hl 

BLASTN 

g559535 

69 

3.0e-30 

178 
91 

Z.mays mRNA for 
284004 

146853_1.R1011 
wyr700242766.hl 



metallothionein 



Seq. No. 284005 

Contig ID 14 6855_1 . RlOll 

5 '-most EST uC-zmf Ib73362g04a2 



39600 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284006 

146865_1.R1011 

pwr700450624,hl 

BLASTX 

gl076715 

456 

2.0e-45 

104 

75 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



barley >gi_404589 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284007 

146865_2,R1011 

fdz70115B843.hl 

BLASTX 

gl076715 

232 

2.0e-19 
50 
82 

abscisic 
{L19119) 



acid- induced protein HVA22 
A22 [Hordeum vulgare] 



- barley >gi_404589 



Seq. No. 
Contig ID 
5 '-most EST 



284008 

146884_1.R1011 
uC-zmroteosinte075g07bl 



Seq. No. 

Contig ID 
5 '-most EST 



284009 

146884_2.R1011 
uC-zmflb73062d04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284010 

146894_1.R1011 

dyk700104745.hl 

BLASTX 

g4539302 

203 

8,0e-16 

71 
59 

(AL049480) putative protein [Arabidopsis thaliana] 
284011 

146904_1.R1011 
pmx700083466,hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



284012 

146913_1.R1011 

uC-zmroteosinte07 6b02b2 

BLASTX 

g3522957 

433 

l.Oe-42 

129 

67 



39601 



NCBI Description (AC004411) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



putative serine carboxypeptidase I [Arabidopsis 
>gi__3445215 (AC004786) putative serine 



284013 

146998_1.R1011 
uC-zmroteosinte077b01bl 
BLASTX 
g4467121 
441 

8.0e-44 
112 
76 

(AL035538) putative protein [Arabidopsis thaliana] 
284014 

146999_1.R1011 
uC-zmroteosinte077b02bl 
BLASTX 
g3169173 
176 

2.0e-13 

57 
53 

(AC004401) 
thaliana] _ 

carboxypeptidase I [Arabidopsis thaliana] 
284015 

147002_1.R1011 

xyt700346565.hl 

BLASTX 

g4056490 

293 

l.Oe-26 

113 

55 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
284016 

147007_1.R1011 

uwc700149825.hl 

BLASTX 

g585452 

711 

3.0e-88 

268 

66 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD-DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_107 6666_pir ^A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_438131_emb_CAA80547_ (Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



284017 

147022_1.R1011 
pmx700082067.hl 



39602 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284018 

147038_1.R1011 
uC-zmroteosinte07 7g01bl 

284019 

147049_1.R1011 
nbm700465271.hl 

284020 

147105_1.R1011 
uC-zmfib73242al0al 

284021 

147133_1.R1011 

uC-zmflb73162d07b2 

BLASTX 

g465898 

267 

3,0e-23 

136 

43 

HYPOTHETICAL HELICASE K12H4 . 8 IN CHROMOSOME III 

>gi 630692_pir S44849 K12H4.8 protein - Caenorhabditis 

elegans >gi_289703 (L14331) homology with eukaryotic 
initiation factor-4A (eIF-4A) and E. coli Ribonuclease III; 
coded for by C, elegans cDNA GenBank: T02268 ; putative 
[Caenorhabditis elegans] 

284022 

147144_1.R1011 

uC-zmroteosinte080e04bl 

BLASTX 

gl25578 

560 

8.0e-58 

127 

86 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284023 

147177_1.R1011 
uC-zmroteosinte080h05bl 
BLASTX 
g2146739 
427 

2.0e-79 

216 
71 

hexokinase (EC 2.7.1.1) 
(U28214) hexokinase 1 [Arabidopsis thaliana] 



1 - Arabidopsis thaliana >gi_881521 



Seq. No. 

Contig ID 
5 '-most EST 



284024 

147210_1.R1011 
uC-zmroteosinte082bl0b2 



39603 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284025 

147212_1.R1011 
uC-zmroteosinte082bllb2 

284026 

147232_1.R1011 
nbm700467409.hl 

284027 

147232_2.R1011 
uC-zmroteosinte082cllb2 

284028 

147235_1.R1011 
uC-zmroteosinte082d09bl 

284029 

147253_1.R1011 

uC-zmroteosinte082d08bl 

BLASTX 

g3377507 

298 

6.0e-27 

68 
85 

(AF056026) auxin transport protein EIRl [Arabidopsis 
thaliana] >gi_3661620 (AF093241) putative auxin efflux 
carrier AGR [Arabidopsis thaliana] >gi_3746886 [AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 

284030 

147262_1.R1011 
uC-zmroteosinte082e03b2 

284031 

147292_2.R1011 
cat700019559.rl 

284032 

147296_1.R1011 
uC-zmflb73262dllb3 

284033 

147331_1.R1011 

uC-zmflb73301cl0b2 

BLASTX 

g4587518 

955 

l.Oe-104 

214 

84 

(AC007060) Strong similarity to F19I3.8 gi_3033381 putative 
UDP-galactose-4-epimerase from Arabidopsis thaliana BAC 
gb_AC004238 and is a member of PF_01370 the NAD dependent 



39604 



epimerase/dehydratase family. EST gb_AA59 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



284034 

147333_1.R1011 
uC-zmroteosinte083bl2bl 

284035 

147353_1.R1011 

vux700157894.hl 

BLASTX 

gl001631 

293 

4.0e-26 

170 
38 

(D64002) integral membrane protein [Synechocystis sp.] 
284036 

147393_1.R1011 
uC-zmroteosinte083h02bl 

284037 

147445_1.R1011 

uC-zmroteosinte084d07bl 

BLASTX 

g3522956 

389 

l.Oe-37 

141 
51 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

284038 

147474_1.R1011 

pmx700083688.hl 

BLASTX 

g2501102 

298 

2.0e-27 

88 
69 

SYNTAXIN-RELATED PROTEIN KNOLLE >gi_1184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi_1184167 
(U394 52) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 

>gi^l587182_prf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 

284039 

147501_1.R1011 
uC-zmroteosinte088a08bl 

284040 

147510_1.R1011 

uC-zmroteosinte088b05bl 

BLASTN 



39605 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3925238 
96 

2.0e-4 6 

220 
88 

Zea mays 6-phosphogluconate dehydrogenase isoenzyme A gene, 
partial cds 

284041 

147518_1.R1011 

uC-zmroteosinte088c01bl 

BLASTX 

g2465021 

290 

8.0e-26 

198 
33 

(AJ001452) sesquiterpene cyclase [Fragaria vesca] 
284042 

147519_1.R1011 

uC-zmroteosinte088c02bl 

BLASTX 

g3688598 

474 

2.0e-47 

158 

59 

{AB009029) Cycloartenol Synthase [Panax ginseng] 
284043 

147555_1.R1011 

uC-zmroteosinte08 8f07bl 

BLASTX 

g2739044 

161 

7.0e-ll 

52 
56 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



284044 

147555_2.R1011 

xmt700257002.hl 

BLASTX 

g2739044 

297 

6.0e-27 

81 

62 

(AF024 651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

284045 

147562_1.R1011 
uC-zmroteosinte085g02bl 



39606 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284046 

147564_1.R1011 

uC-zmroteosinte085g04bl 

BLASTX 

gl707046 

253 

l.Oe-21 

175 
39 

{U80447) strong similarity to 'DEAD' box family of 
helicases (PS:PS00039) [Caenorhabditis elegans] 



Seq. No, 

Contig ID 
5 '-most EST 



284047 

147566_1.R1011 
uC-zmroteosinte085g07bl 



Seq. No, 
Contig ID 
5 "-most EST 



284048 

147577_1.R1011 
uC-zmroteosinte08 5h06bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



284049 

147587_1.R1011 

wyr700240986.hl 

BLASTX 

g2746335 

169 

2.0e-ll 

150 

30 

{AF037205) RING zinc finger protein [Mus musculus. 
284050 

147598_1.R1011 
uC-zmroteosinte08 6b05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284051 

147612_1.R1011 

uC-zmroteosinte08 6c07bl 

BLASTX 

g3157941 

145 

6,0e-09 

52 
50 

{AC002131) Contains similarity to hypothetical protern 
gb_U95973 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284052 

147623_1.R1011 
mwy700440618.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



284053 

147625_1.R1011 

uC-zmroteosinte086d09bl 

BLASTX 

g4467137 



39607 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



329 

l.Oe-30 

145 

47 

(AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284054 

147648_1.R1011 
uC-zinroteosinte08 6f OBbl 



Seq. No. 
Contig ID 
5 '-most EST 



284055 

147730_1.R1011 
uC-zmroteosinte087f03b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284056 

147731_1.R1011 

uC-zmroteosinte087 f 05b2 

BLASTX 

g2252863 

458 

l.Oe-45 

179 
54 

(AF0132941 
thaliana] 



similar to nucleolin protein [Arabidopsis 



Seq. No. 


284057 


Contig ID 


147742 l.RlOll 


5 '-most EST 


cjh700193632.hl 


Method 


BLASTX 


NCBI GI 


g3201616 


BLAST score 


253 


E value 


l.Oe-21 


Match length 


90 


% identity 


47 


NCBI Description 


(AC004669) hypothet 


Seq. No. 


284058 


Contig ID 


147850_1.R1011 


5 '-most EST 


uC-zmroteosinte090a 


Method 


BLASTX 


NCBI GI 


g3763932 


BLAST score 


1184 


E value 


l.Oe-130 


Match length 


286 


% identity 


78 


NCBI Description 


(AC004450) putative 


Seq. No. 


284059 


Contig ID 


147891 l.RlOll 


5 '-most EST 


tzu700205436.hl 


Method 


BLASTX 


NCBI GI 


g404690 


BLAST score 


529 


E value 


6.0e-54 


Match length 


185 


% identity 


57 



thaliana] 



39608 



NCBI Description (L19075) cytochrome P450 [Catharanthus roseus] 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284060 

147905_1.R1011 
uC-zmroteosinte090g04b2 

284061 

147942__1.R1011 

uC-zmroteosinte091bl2b2 

BLASTX 

g3287834 

566 

6.0e-58 

334 

38 

(+)-DELTA-CADINENE SYNTHASE ISOZYME XC14 (D-CADINENE 

SYNTHASE) >gi_214 7016_pir S68366 {+) -delta-cadinene 

synthase isozyme XC14 - Gossypium arboreum >gi_1045314 
(U23205) (+) -delta-cadinene synthase isozyme XC14 
[Gossypium arboreum] 

284062 

147952_1.R1011 

uC-zmroteosihte091cl0b2 

BLASTX 

g3763940 

209 

2.0e-16 

60 
62 

(AC004450) hypothetical protein [Arabidopsis thaliana] 
284063 

147955_1.R1011 

uC-zmroteosinte091d01b2 

BLASTX 

g2344889 

265 

7.0e-23 

195 
31 

(AC002388) unknown protein [Arabidopsis thaliana] 



284064 

147961_1.R1011 

tzu700202417.hl 

BLASTX 

gl621461 

484 

l.Oe-48 

106 
76 

(U73103) laccase 



[Liriodendron tulipifera] 



Seq. No. 
Contig ID 
5 '-most EST 



284065 

147967_1.R1011 
uC-zmroteosinte091e03b2 



39609 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006848 

500 

2.0e-50 

190 

48 

(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284066 

147981_1.R1011 
mwy700441302.hl 

284067 

147986_1.R1011 

pmx700089651.hl 

BLASTX 

g3738295 

456 

3.0e-45 

161 

57 

(AC005309) unknown protein [Arabidopsis thaliana] 
284068 

148016_1.R1011 

gct701178423.hl 

BLASTX 

g4586113 

331 

8.0e-34 

117 

71 

(AL04 9638) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


284069 


Contig ID 


148019 l.RlOll 


5 '-most EST 


ymt700223552.hl 


Method 


BLASTX 


NCBI GI 


g2213611 


BLAST score 


147 


E value 


l.Oe-14 


Match length 


93 


% identity 


44 


NCBI Description 


(AC000103) F21J9,5 


Seq. No. 


284070 


Contig ID 


148040 l.RlOll 


5 '-most EST 


xsy7G0208818.hl 


Method 


BLASTX 


NCBI GI 


g3287826 


BLAST score 


435 


E value 


l.Oe-47 


Match length 


340 


% identity 


36 


NCBI Description 


(+) -DELTA-CADINENE 



[Arabidopsis thaliana] 



(D-CADINENE 



39610 



SYNTHASE) >gi_2 8 7 98 4 l_einb_CAA7 62 2 3. 1_ (Y16432) 
(+) -delta-cadinene synthase [Gossypium arboreum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284071 

148040_2.R1011 

xsy700208189.hl 

BLASTX 

g3287835 

481 

6.0e-48 

299 
34 

{+) -DELTA-CADINENE SYNTHASE ISOZYME A (D-CADINENE SYNTHASE) 
>gi_1002523 (U27535) (+) -delta-cadinene synthase isozyme A 
[Gossypium arboreum] >gi_1217 956_emb_CAA65289_ (X96429) 
(+) -delta-cadinene synthase [Gossypium arboreum] 



beq . NO . 


0 Q /I m 9 
^ 0 4 u / z 


Loncig ID 


i4oU4o Z.KlUll 


5 '-most EST 


gwl700616421.hl 


Method 


BLASTX 


NCBI bX 


gjo buUlU 


BLAST score 


o /I c; 
Z4 0 


E value 


l.Oe-20 


Match length 


110 


% identity 


bo 


NCBI Description 


(AfuyKJoo) unJcnown {.nomo sapiens j 


Seq, No. 


284073 


concig ID 


14oUoo i.KlUll 


o -most LST 


uc-zmroteosmteu yzeU4Dz 


Seq, No. 


Zo4U /4 


r'r^-n+- -i rr TH 
^^OXlLly -L U 




5 '-most EST 


uC-2mroteosinte092e0 6b2 


Seq. No. 


284075 


Contig ID 


148089 l.RlOll 


5 '-most EST 


uC-zmroteosinte092h03b2 


Seq. No. 


284076 


Contig ID 


148158 l.RlOll 


5 '-most EST 


uC-zmflb73356blla2 


Seq. No. 


284077 


Contig ID 


148184_1.R1011 


5 '-most EST 


uC-zmroteosinte094a05b2 


Seq. No. 


284078 


Contig ID 


148186_1.R1011 


5 '-most EST 


uC-zmroteosinte094a07b2 


Seq* No. 


284079 


Contig ID 


148206_1.R1011 


5 '-most EST 


uC-zmroteosintel01b07b2 


Method 


BLASTX 


NCBI GI 


gl483218 



39611 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



497 

6.0e-50 

201 

53 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] 

284080 

148215__1.R1011 
uC-zmroteosinte094d01b2 

284081 

148217_1.R1011 
wyr700239348.hl 

284082 

148246_1.R1011 
uC-zmroteosinte094f09b2 

284083 

148261_1.R1011 

uC-zmroteosinte094h01b2 

BLASTX 

g2370253 

219 

l.Oe-17 

114 
65 

(Y13273) putative protein kinase [Lycopersicon esculentum] 



284084 

148355_1.R1G11 

uC-2mroteosinte096a04b2 

BLASTX 

g2529707 

336 

7.0e-33 

161 

46 

(AF001434) Hpast [Homo sapiens] 
284085 

148389_1.R1011 

pmx700085854.hl 

BLASTX 

g3393022 

417 

l.Oe-40 

217 

45 

(AL031174) hypothetical protein 
2S4086 

148393_1.R1011 

uC-zmroteosinte096d08b2 

BLASTX 

gl707019 



[Schizosaccharomyces pombe] 



39612 



® 



BLAST score 259 

E value 3.0e-22 

Match length 124 

% identity 44 

NCBI Description (U78721) 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



hypothetical protein [Arabidopsis thaliana] 



284087 

148437_1.R1011 
vqh700053205.rl 

284088 

148469_1.R1011 
uC-zmroteosinte097g01bl 

284089 

148478_1.R1011 
uC-zmflmol704 4a08al 

284090 

148503_1.R1011 
uC-zmflb73257h08b3 

284091 

148504^1. RlOll 
uC-zmroteosinte098bllb2 

284092 

148512_1.R1011 
wyr700239036.hl 
BLASTX 
gl872521 
282 

2.0e-25 
144 
51 

(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 
>gi 1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284093 

148534_1.R1011 

uC-zmroteosinte098e04b2 

BLASTX 

g282994 

448 

2.0e-44 

170 

51 

Sipl protein - barley >gi_167100 
protein [Hordeum vulgare] 



(M77475) seed imbibition 



Seq. No. 
Contig ID 
5 '-most EST 



284094 

148572_1.R1011 
uC-zmroteosinte098h08b2 



Seq. No. 

Contig ID 



284095 

148574 l.RlOll 



39613 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosinte098hl0b2 

BLASTX 

g4377180 

516 

4.0e-52 

193 

51 

(AE001667) Phosphoglycerate Mutase [Chlamydia pneumoniae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284096 

148578_1.R1011 

wyr700241449.hl 

BLASTX 

g294845 

272 

6.0e-24 

122 

41 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 
Contig ID 
5 '-most EST 



284097 

148588_1.R1011 
uC-2mroteosinte099b01b2 



Seq« No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284098 

148613_1.R1011 

uC-zmroteosinte099d0 4b2 

BLASTX 

gl304227 

298 

l.Oe-26 

161 
42 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293__ {X78547) epoxide hydrolase 
[Glycine max] 



Seq, No. 
Contig ID 
5 '-most EST 



284099 

148623_1.R1011 
uC-zmroteosinte099e02b2 



Seq. No. 
Contig ID 
5 '-most EST 



284100 

148629_1.R1011 
uC-zmroteosintel06f02b2 



Seq. No. 
Contig ID 
5 '-most EST 



284101 

148629_2.R1011 
uC-zmflb73031b08al 



Seq. No. 
Contig ID 
5 '-most EST 



284102 

148637_1.R1011 
yyf700348262.hl 



Seq. No. 
Contig ID 
5 '-most EST 



284103 

148683_1.R1011 
uC-zmroteosintel00b06b2 



39614 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244799 

181 

4.0e-13 

84 
48 

(Z97336) carnitine racemase homolog [Arafoidopsis thaliana] 
284104 

148761_1.R1011 

uwc700150812.hl 

BLASTX 

g4006868 

230 

9.0e-19 

114 

43 

(Z99707) putative protein [Arabidopsis thaliana] 
284105 

148764_1.R1011 

nbm700474347.hl 

BLASTX 

gll47632 

619 

2.0e-64 
190 

72 

(1742208) 0SBZ8 [Oryza sativa] 
284106 

148768_1.R1011 

fwa700100380.hl 

BLASTX 

gl698582 

837 

6.0e-95 

248 
79 

{U60767) integral membrane protein OsNramp3 [Oryza sativa] 
284107 

148778_1.R1011 

uC-2mroteosintel01h01b2 

BLASTX 

gl351630 

293 

2.0e-26 

155 

44 

PROBABLE RNA 3 '-TERMINAL PHOSPHATE CYCLASE 
(RNA-3' -PHOSPHATE CYCLASE) (RNA CYCLASE) 

>gi_2130253_pir S62537 hypothetical protein SPAC12G12.06c 

- fission yeast (Schizosaccharomyces pombe) 
>gi_1052524_emb_CAA91501_ (Z66568) SPAC12G12 . 06c, unknown, 
len: 363 [Schizosaccharomyces pombe] 



39615 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284108 

148782_1.R1011 

uC-zmroteos Intel 01h05b2 

BLASTX 

g3041855 

225 

2.0e-18 

45 

78 

(AC004537) similar to tumor suppressor p33INGl; similar to 
AF044076 (PID: g2829208 ) [Homo sapiens] 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284109 

148786_1.R1011 

rvl700454243.hl 

BLASTX 

g461899 

728 

4.0e-77 

171 
78 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST PRECURSOR 
(PPIASE) (ROTAMASE) (CYCLOPHILIN) {CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368_pir B53422 peptidyiprolyl isomerase 

(EC 5.2.1.8) R0C4 - Arabidopsis thaliana >gi_405131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284110 

148787_1.R1011 
uC-zmroteosintel01hllb2 



Seq. No. 
Contig ID 
5 '-most EST 



284111 

148794_1.R1011 
uC-zmroteosintel02a08b2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284112 

148840_1.R1011 

uC-zmflb73372f09al 

BLASTX 

g4539302 

188 

4.0e-14 

50 

72 

(AL049480) putative protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284113 

148848_1.R1011 

uC-zmroteosintel02h09b2 

BLASTX 

g3935157 

589 

6.0e-61 

158 
68 

(ACG05106) T25N20.21 [Arabidopsis thaliana] 



39616 



Seq. No. 


284114 
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1489'^9 1 RlOll 


5 '-most EST 


uC-2mroteosintell8h04bl 


Method 


BLASTX 


Kir'RT (ZT 


y ^1 -7^ XOu T 


OLiiiOi SCOIS 


y u u 


E value 


8.0e-39 


Match length 


163 




■J X 




\J O ~J ^ Z> \) J iitiX JJXO-LU.t; odJ- 


Seq. No. 


284117 


^^^ii L J- y xij 


1. '± O Zf*± -J 




UV_/ ZilllX O (^O Xli Lt; X U *i CLU Uk-'jt. 


oeq . viO . 


9 Q Zl 1 1 P 
Z O fi X X 0 


^^ont,xy xu 


X*±0-?'iO X.INXUXX 


o —most iLoi 


u(^— zmroueosmtiexu^au yD<£ 


beq . NO . 


<io4 xxy 




i^oyoD I.KXUIX 


5 '-most EST 


gct70lT75803.hl 


Method 


BLASTX 


IN Ul5 X \j± 


g X4 4i J 


rSLiib i score 


Oil 


E value 


o . ue— oz 


Match length 


1 T R 
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9- ~i A +^ n ^ T f 

-0 laenT-iiiy 
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Method 


BLASTX 


NCBI GI 


g2108252 


BLAST score 


195 


E value 


7.0e-15 


Match length 


58 


% identity 


32 


NCBI Description 


(Y10228) P-glycoprotein- 



[Arabidopsis thaliana] 
(Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_einb_CAB39661 . 1_ 
(AL04 9483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



>gi__2 1 0 8 25 4_emb_CAA7 12 7 6_ 



Seq. No. 
Contig ID 
5 '-most EST 



284121 

148962_1. RlOll 
uC-2mroteosintel04bllb2 



39617 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



284122 

149006_1.R1011 
dyk700104515.hl 

284123 

149028_1.R1011 
uC-2mroteosintel04hl0b2 



Seq. No. 
Contig ID 
5 '-most EST 



284124 

149090_1.R1011 
uC-zmroteosintel05f 04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



284125 

149103_1.R1011 

uC-2mroteosintel05g06bl 

BLASTX 

g2921304 

436 

4.0e-43 

171 

54 

(AF033496) herbicide safener binding protein [Zea mays] 



_1.R1011 
)104633.hl 

?61 

11 



284126 
149116 
dyk700l 
BLASTX 
g35229^ 
159 

5,0e-2 : 
122 
47 

(AC004411) putative pto kinase [Arabidopsis thaliana] 
284127 

149168_1.R1011 

nbm700468783.hl 

BLASTX 

g3287695 

314 

7.0e-29 

144 

42 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

284128 

149171__1.R1011 
uC-zmroteosintel06el2b2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



284129 

149174_1.R1011 

uC-zmroteosintel0 6f 03b2 

BLASTX 

g4415933 

452 



39618 



E value 
Match length 
% identity 
NCBI Description 



7.0e-45 

180 

51 . 
(AC006418) putative cellular apoptosis susceptibility 

protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 • -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



284130 

14'9181_1.R1011 
wyr700237765.hl 

284131 

149250_1.R1011 

dyk700104479.hl 

BLASTX 

g4468798 

311 

2.0e-28 

90 
61 

(AJ010440) GST7 protein [Zea mays] 
284132 

149342_1.R1011 

uC-zmroteosintel09c09b3 

BLASTX 

gl402916 

239 

l.Oe-20 

109 
56 

(X98319) peroxidase [Arabidopsis thaliana] 
>gi_1429217_emb_CAA67311_ (X98775) peroxidase ATP12a 
[Arabidopsis thaliana] 

284133 

149347_1.R1011 
uC-zmroteosintel09c02b3 

284134 

149350_1.R1011 

uC-zmroteosintel09c05b3 

BLASTX 

g3451069 

659 

6.0e-69 

247 
55 

(AL031326) hypothetical protein [Arabidopsis thaliana] 
284135 

149360_1.R1011 
tfd700571126.hl 



Seq. No. 



284136 



39619 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



149368_1.R1011 
uC-zmflmol7428e02al 

284137 

149372_1.R1011 
xjt700095418.hl 

284138 

149436_1.R1011 
uC-zmroteosintell5bl0bl 

284139 

149469_1.R1011 
uC-zmroteosintell5el0bl 

284140 

149502_1.R1011 
uC-zmroteosintell5h07bl 

284141 

149526_2.R1011 
sem700930122.hl 

284142 

149541_1.R1011 
pmx700085785.hl 

284143 

149575_1.R1011 
uC-zmroteosintell7b05b2 

BLASTX 

g4567304 

485 

9.0e-49 

162 
57 

(AC005956) unknown protein [Arabidopsis thaliana] 
284144 

149581_1.R1011 
uC-zmroteosintell7a07b2 

BLASTX 

g3878874 

319 

3.0e-29 

156 

46 

(Z69793) R03A10.3 [Caenorhabditis elegans] 
284145 

149614^1. RlOll 
uC-zmroteosintell7c02b2 

284146 

149720_1.R1011 

pmx700082196.hl 

BLASTX 



39620 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3860251 
404 

3.0e-39 

153 

54 

(AC005824) 



putative permease [Arabidopsis thaliana] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284147 

149784_1.R1011 

uC-zmroteosintel20a07b2 

BLASTX 

g4220541 

459 

2.0e-45 

171 

55 

(AL035356) Rab geranylgeranyl transferase like protein 
[Arabidopsis thaliana] 



Seq, No. 


O O y1 1 AO 


Contig ID 


14yo2b l.RlUll 


5 ' -most EST 


uC— zmroteos Intel 1 9bl2bl 


Seq* No, 


o o yi 1 Ad 

4 14 y 


Loncig lu 


i4yo4^; i.Kiuii 


CI -1- IT CP 

0 — ITIOSL HjOI 


u^ zmroueosmi-exi ycu yoz 


Method 






goU / o4 4 


BLAST score 


55 


E value 


7.0e-22 


Match length 


1 y u 


% IdP'Tlt Itv 


83 


NCBI Description 


Zea mays A188 retrotransposon gag ^ 


Seq. No. 


284150 


Contig ID 


149846_1.R1011 


5* -most EST 


uC-zmroteosintell9cllb2 


Seq. No. 


284151 


Contig ID 


149849_1.R1011 


5 '-most EST 


uC-zmroteosintel20d03b2 


Seq. No. 


284152 


Contig ID 


149861_1.R1011 


5 '-most EST 


uC-zmroteosintell9d09b2 


Method 


BLASTX 


NCBI GI 


g4504369 


BLAST score 


299 


E value 


5.0e-27 


Match length 


164 


% identity 


42 


NCBI Description 


rad2 nuclease family member, homol^ 




exonuclease 1 >gi 3170238 (AF04228: 




>gi_3703096 (AF091740) exonuclease 


Seq, No. 


284153 


Contig ID 


149866_1.R1011 



cerevxsiae 



39621 



5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmroteosintel20clObl 
284154 

149867__1.R1011 
uC-zmroteosintel20e07b2 

284155 

149879^1. RlOll 

uC-zmroteosintell9e07b2 

BLASTN 

g3851004 

40 

5.0e-13 

68 

90 

Zea mays pyruvate dehydrogenase El alpha subunit RNA, 
nuclear gene encoding mitochondrial protein, complete cds 

284156 

149884_1.R1011 

wyr70024G244.hl 

BLASTX 

g2465430 

190 

5.0e-17 

137 

38 

(AF021258) 32 kDa protein [Hordeum vulgare] 
284157 

149924_1.R1011 

uC-zmroteosintell9g08b2 

BLASTX 

g3152595 

526 

l.Oe-53 

134 

78 

(AC002986) Similar to D. melanogaster sno gene gb_U95760. 
EST gb_N97148 and gb_Z26221 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284158 

149949_1.R1011 
uC-zmroteosintell9hllbl 



Seq. No. 

Contig ID 
5 '-most EST 



284159 

149950_1.R1011 
uC-zmroteosintel20hllbl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



284160 

150166_1.R1011 

uC-zmflmol7302al0al 

BLASTX 

g3142300 

285 

2.0e-25 



39622 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



90 
60 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene, TArabidopsis thaliana] 

284161 

150175_1.R1011 

fC-zmfll700342151fl 

BLASTN 

g2832242 

233 

l.Oe-128 

328 
47 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
284162 

150181_1.R1011 
fC-zmfl700342321a5 

284163 

150195_1.R1011 

fC-zmfl700342738f4 

BLASTX 

g3913240 

897 

6.0e-97 

200 
89 

MAGNESIUM-CHELATASE SUBUNIT CHLD PRECURSOR 

(MG-PROTOPORPHYRIN IX CHELATASE) (MG-CHELATASE SUBUNIT D) 
>gi_2239151_emb_CAA71128__ (Y10022) CHLD magnesium chelatase 
subunit [Nicotiana tabacum] 

284164 

150213_1.R1011 
uC-zmflb73122hl2al 

284165 

150221_1.R1011 

fC-zmfl700343101al 

BLASTX 

g3790188 

383 

8.0e-37 

103 

76 

(Y14431) NAD-dependent isocitrate dehydrogenase [Nicotiana 
tabacum] 

284166 

150229_1.R1011 
fC-zmfl700343353a4 



Seq. No. 



284167 



39623 



Contig lU 




5 '-most EST 


pmx700Cr87532.hl 


Seq. No. 


284168 


Contig ID 


150372 l.RlOll 


5 '-most EST 


fC-zmro700830206r3 


Seq. No. 


284169 


Contig ID 


150394 l.RlOll 


5 '-most EST 


fC-zmst700335976hl 


Method 


BLASTX 


NCBI GI 


g^ XZ D'± U O 


BLAST score 


529 


E value 


9,0e-54 


Match length 


142 


% identity 


66 


NCBI Description 


(AB011796) flavonol 


Seq. No. 


284170 


Contig ID 


150396 l.RlOll 


5 '-most EST 


fC-zmfl700342745zl 


Method 


BLASTX 


NCBI bl 


go D D Q U 1 


BLAST score 


217 


E value 


2.0e-17 


Match length 


157 


% identity 


7 


NCBI Description 


(AC004667) hypothet 


Seq. No. 


284171 


Contig ID 


150461 l.RlOll 


5 '-most EST 


fC-zmfl700343407gl 


Method 


BLASTX 


NCBI GI 


g4544445 


BLAST score 


4 c5 O 


E value 


2.0e-48 


Match length 


120 


% identity 


74 


NCBI Description 


{AC006592) putative 




1-phosphotransf eras 


Seq. No. 


284172 


Contig ID 


150467 l.RlOll 


5 '-most EST 


fC-zmfl700343788r3 


Method 


BLASTX 


NCBI GI 


g4056437 


BLAST score 


152 


E value 


l.Oe-09 


Match length 


68 



[Citrus unshiu] 



lyrophosphate — fructose 6-phosphate 
[Arabidopsis thaliana] 



% identity 

NCBI Description 



47 



{AC005990) Strong similarity to PFAM PF__00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



284173 

150481_1.R1011 
fC-zmro700569159al 



39624 





Seq. No, 


284174 




Contig ID 


150521 l.RlOll 




5 '-most EST 


fC-zmfl700345340zl 




Method 


BLASTX 






g^zu'ioy _? 




BLAST score 


524 




E- value 


2.0e-53 




Match length 


122 




% identity 


80 




NCBI Description 


(U55875) protein kinase [Arabidopsis thaliana] 




Seq. No. 


284175 




Contig ID 


150571 l.RlOll 




5 '-most EST 


nbm700470515.hl 




Method 


BLASTX 




SNL-Dl (al 






BLAST score 


779 




E value 


2.0e-82 




Match length 


520 




% identity 


33 


m 


NCBI Description 


{Z99707) putative protein [Arabidopsis thaliana] 




Seq. No. 


284176 




Contig ID 


150585 l.RlOll 




5 '-most EST 


pwr700450602,hl 




Method 


BLASTX 


y ^ 


NCBI GI 


gzo z yzz y 




BLAST score 


618 




E value 


2.0e-64 




Match length 


183 




% identity 


0 / 


Lj;, 


NCBI Description 


(AB007 907) 6-phosphogluconate dehydrogenase [Glycine 




Seq. No. 


284177 




Contig ID 


150656 l.RlOll 




5 '-most EST 


fC-zmfl700349349r3 




Seq. No. 


284178 




Contig ID 


150677 l.RlOll 




5 '-most EST 


fC-zmfl700350418zl 




Method 


BLASTX 




NCBI GI 


gz 4 1 4 D / y 




BLAST score 


162 




E value 


3.0e-ll 




Match length 


46 




% identity 


63 




NCBI Description 


(Z99292) flavoprotein [Schizosaccharomyces pombe] 




Seq. No. 


284179 




Contig ID 


150682 l.RlOll 




5 '-most EST 


fC-zmfl700350123gl 




Method 


BLASTX 




NCBI GI 


g4559351 




BLAST score 


262 




E value 


4.0e-22 




Match length 


248 




% identity 


30 



39625 



NCBI Description (AC006585) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284180 

150702_1.R1011 

fC-zmro700833740a5 

BLASTX 

gl362078 

1034 

l.Oe-112 

258 
70 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXGl) 
- common nasturtium >gi_311835_emb_CAA4 8324_ (X68254) 
cellulase [Tropaeolum majus] 



Seq, No. 

Contig ID 
5 '-most EST 



284181 

150710_1.R1011 
fC-zmfi700350656a3 



Seq. No, 

Contig ID 
5 '-most EST 



284182 

150797_1.R1011 
tfd700570411.hl 



Seq. No. 

Contig ID 
5 '-most EST 



284183 

150818_1.R1011 
fC-zmst700620948dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284184 

150872__1.R1011 

fC-2mst700621688dl 

BLASTX 

g4210330 

581 

6.0e-60 

139 

76 

(AJ223802) 2-oxoglutarate dehydrogenase. El subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284185 

150875_1.R1011 

wen700334889.hl 

BLASTX 

gll71429 

387 

5.0e-37 

131 

56 

(U44028) CKC [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284186 

150876_1,R1011 
fC-zmfl700352302bl 



Seq. No. 
Contig ID 
5 '-most EST 



284187 

150894_1.R1011 
fC-zmst700455785fl 



39626 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl34804 

1094 

l.Oe-120 

324 
69 

ARGININE DECARBOXYLASE (ARGDC) (ADC) >gi_100543__pir S12265 

arginine decarboxylase - oat >gi_16120_emb__CAA40137_ 
(X56802) arginine decarboxylase [Avena sativa] 





Seq. No. 


284188 




Contig ID 


150940_1.R1011 




5 '-most EST 


f C-zmf 17 003543161 1 




Seq. No. 


284189 




Contig ID 


150941_1.R1011 




5 '-most EST 


fC-zmf 1700354316bl 




Sea. No. 


284190 




Contia ID 


150945 l.RlOll 




5 '-most EST 


fC-zmfl700354316il 




Method 


BLASTX 




NCBI GI 


g2982462 




BLAST score 


248 




E value 


6.0e-21 




Match length 


82 




% identity 


60 




KfCBI Descriotion 


{AL022223) putative 




Seq. No. 


284191 




Contig ID 


151025 l.RlOll 




5 '-most EST 


pmx700083186.hl 




Seq, No. 


284192 




Contig ID 


151128 l.RlOll 




5 '-most EST 


fC-2mfl700380180f2 




Method 


BLASTX 




NCBI GI 


g3738328 




BLAST score 


612 




E value 


2.0e-63 




Match length 


151 




% identity 


72 




NCBI Description 


(AC005170) putative 






thaliana] 



protein [Arabidopsis thaliana] 



serine carboxypeptidase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



284193 

151143_1.R1011 
fC-zmfl700381110d2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



284194 

151184_1.R1011 

nbm700473306.hl 

BLASTX 

g4107003 

596 

8.0e-62 
124 



39627 



# 



NCB?Desc^iption ^D82036) 0SK5 [Oryza sativa] >gi_4107007_db j_BAA36297_ 
(D82038) 0SK3 [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



284195 

151188_1.R1011 

fC-zmst700454849rl 

BLASTX 

gl477684 

265 

5.0e-23 

59 

86 

(U55768) SNFl-related protein kinase [Oryza sativa] 
284196 

151215_1.R1011 
qmh700029330.fl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284197 

151234_1.R1011 
fC-zmfl700382427r5 

284198 

151285_1,R1011 
fC-zmfl700383036r3 

284199 

151292_1.R1011 

fC-zmfl700464948a2 

BLASTX 

g2191182 

374 

7.0e-36 

154 

27 

(AF007271) similar to N. tabacum membrane-associated 
salt-inducible protein (PID : g473874 ) [Arabidopsis thaliana] 

284200 

151296_1,R1011 

fC-zmfl700465148a2 

BLASTX 

gl710124 

560 

l.Oe-57 

121 

83 

(U62279) leucine-rich repeat-containing extracellular 
glycoprotein; contains six N-glycosylation sites [NX[S/T)] 
[Sorghum bicolor] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



284201 

151298_1.R1011 

fC-zmfl700465282a2 

BLASTX 

g2654870 



39628 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



746 

2.0e-79 

157 
86 

(AF015302) RbohAOsp [Oryza sativa] 
284202 

151305_1.R1011 
fd2701167007.hl 



Seq. No. 
Contig ID 
5 '-most EST 



284203 

151315_1.R1011 
fC-zmfl700467714a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 • -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284204 

151320_1.R1011 

fC-zmfl700467913a2 

BLASTX 

gl931651 

194 

9.0e-15 

62 
66 

(U95973) membrane-associated salt-inducible protein isolog 
[Arabidopsis thaliana] 

284205 

151325_1.R1011 
cyk700049131.fl 

284206 

151330_1.R1011 

fC-zmfl700468220a2 

BLASTN 

g886741 

373 

O.Oe+00 

442 

96 

Z.mays mRNA for heat shock factor 
284207 

151357_1.R1011 

fC-zmfl700469566a2 

BLASTX 

g2224911 

289 

5.0e-26 

127 

53 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



284208 

151372_1.R1011 

uC-zmflb73228b01al 

BLASTX 



39629 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885334 
615 

6.0e-64 
154 

72 

{AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284209 

151372_2.R1011 
fC-zmfl700470902r9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284210 

151373_1.R1011 

fC-zmfl700470945bl 

BLASTX 

gl703201 

323 

6.0e-30 

95 

64 

PROTEIN KINASE AFC3 >gi__6017 91 
[Arabidopsis thaliana] 



{U16178) protein kinase 



Seq. No. 

Contig ID 
5 '-most EST 



284211 

151391_1.R1011 
fC-zmfl700472680d4 



Seq. No. 
Contig ID 
5 '-most EST 



284212 

151416_1.R1011 
fC-zmfl700548428r3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284213 

151427_1.R1011 

fC-zmfl700549224al 

BLASTX 

g2851577 

784 

7.0e-84 

180 

78 

SERINE CARBOXYPEPTIDASE III PRECURSOR (CP-MIII) 
>gi_1877219_emb_CAA70817_ (Y09604) serine carboxypeptidase 
III, CP-MIII [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284214 

151439_1.R1011 

fC-zmfl700550135al 

BLASTX 

gl076315 

220 

8.0e-18 

157 

32 

cytochrome P4 50 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA607 94_ (X87368) 



39630 



II 



CYP90 protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



284215 

151440_1.R1011 

fC-zmfl700550135d4 

BLASTX 

g2935342 

224 

3.0e-18 

74 
55 

(AF044216) steroid 22-alpha-hydroxylase; DWF4 ; CYP90B1 
[Arabidopsis thaliana] 

284216 

151441_1.R1011 
fC-zmfl700550149r3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



284217 

151447_1.R1011 

fC-zmfl700550363f3 

BLASTX 

gl431870 

248 

3.0e-21 

116 

41 

(U43904) ent-kaurene synthase B [Cucurbita maxima] 
284218 

151449_1.R1011 
fC-zmfl700550537r3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284219 

151450_1.R1011 

fC-2mfl700550602al 

BLASTX 

g3056725 

186 

l.Oe-13 

122 
39 

(AF034774) ent-kaurene synthase [Arabidopsis thaliana] 
284220 

151466_1.R1011 

fC-zmfl700551429al 

BLASTX 

g417073 

316 

5.0e-29 

94 
72 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) [EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 



39631 



Seq. No. 

Contig ID 
5 '-most EST 



284221 

151467_1.R1011 
fC-zmfl700551429bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



284222 

151477_1.R1011 

fC-zmfl700552263al 

BLASTX 

g4512659 

572 

5.0e-59 

156 
69 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

284223 

151478_1.R1011 
uC-zmflmol7382f07al 

284224 

151481_1.R1011 
fC-zmfl700552479bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



284225 

151484_1.R1011 

rvt700552544.hl 

BLASTN 

g22430 

128 

l.Oe-65 

469 
48 

Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A 

284226 

151495_1.R1011 
fC-zmfl700552735d4 

284227 

151498_1.R1011 
fC-2mfl700552755r3 



Seq. No. 

Contig ID 
5 '-most EST 



284228 

151501_1.R1011 
fC-zmfl700552771d4 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



284229 

151504__1.R1011 

fC-2mfl700552895al 

BLASTX 

gl220453 

391 

4.0e-46 



39632 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



150 
57 

{M79328) alpha-amylase [Solanum tuberosum] 
284230 

151507_1.R1011 

fC-zmfl700552946f3 

BLASTX 

g642134 

223 

4.0e-21 

94 
64 

(D45355) protein kinase [Arabidopsis thaliana] 
>gi_3063704_emb_CAA18595.1_ {AL022537) protein kinase AME3 
[Arabidopsis thaliana] 

284231 

151533_1.R1011 

fC-zmfl700553382bl 

BLASTX 

g4376158 

406 

2.0e-39 

117 

71 

(X98873) aspartate kinase [Arabidopsis thaliana] 
284232 

151534_1.R1011 
kem700610753.hl 



Seq. 'No. 
Contig ID 
-5 '-most EST 



284233 

151535_1,R1011 
fC-zmfl700610753rl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



284234 

151541_1.R1011 

fC-zmfl700612166rl 

BLASTX 

g4544445 

408 

l.Oe-39 

90 

82 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransf erase [Arabidopsis thaliana] 

284235 

151542_1.R1011 

fC-zmst700619081al 

BLASTX 

g2462749 

361 

2.0e-34 

112 

65 



39633 



NCBI Description (AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284236 

151545_1.R1011 

fC-zmfl700610957al 

BLASTN 

g2198852 

39 

2.0e-12 

67 
90 

Zea mays cystathionine gamma -synthase 
cds 



(CGSl) gene, complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



284237 

151566__1,R1011 

fC-zmfl700611267al 

BLASTX 

g3355308 

263 

4.0e-28 

157 

50 

(AJ009695) wall-associated kinase 4 



[Arabidopsis thaliana] 



284238 

151568_1.R1011 

fC-zmfl700611718al 

BLASTX 

g282882 

198 

5,0e-15 

110 
39 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166848 (M84659) receptor-like protein kinase 
[Arabidopsis thaliana] 

284239 

151600_1.R1011 

fC-zmfl700905152gl 

BLASTX 

g4126403 

507 

2.0e-74 

250 
53 

(AB011796) flavonol synthase [Citrus unshiu] 
284240 

151635_1.R1011 
wyr700243248.hl 

284241 

151646_1.R1011 
fC-zmle700207342al 



39634 



Method 


BLASTX 






BLAST score 


144 


E value 


6.0e-09 


Match length 


119 


% identity 


37 


NCBI Description 


(AC000103) F21J9.8 [Arabidopsis thaliana] 


Seq. No. 


284242 


Contig ID 


151666 l.RlOll 


5 '-most EST 


fC-zmle700421686f2 


Method 


BLASTX 


NCBI GI 


g282882 


BLAST score 


166 


Hi Va±U.e 


9 Do— 1 1 

z • u e J. ± 


Match length 


80 


% identity 


45 


NCBI Description 


receptor-like protein kinase precursor - Arabidopsis 




thaliana >gi 166848 (M84659) receptor-like protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


284243 


Contig ID 


151723 l.RlOll 


5 '-most EST 


nwy700447087,hl 


Method 


BLASTX 






BLAST score 


4 62 


E value 


l.Oe-45 


Match length 


200 


% identity 


47 


NCBI Description 


(AC006929) putative carboxypeptidase [Arabidopsis thaliana 


Seq. No. 


284244 


Contig ID 


151731 l.RlOll 


5 '-most EST 


fC-zmle700423591f2 


Method 


BLASTX 


NCBI GI 


g2499708 


BLAST score 


381 


E value 


2.0e-39 


riaucn ±engLn 




% identity 


66 


NCBI Description 


PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 




(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 




>gi_iuzU4 uy_aDj baaiiioo (D/J41U) pnospnolipase D [Zea 




mays] 


Seq. No. 


284245 


uonrig iu 


lol / oo 1 . KiUll 


5 '-most EST 


fC-zmle700423687d2 


Seq. No. 


284246 


Contig ID 


151766 l.RlOll 


5 '-most EST 


fC-zmle700424174al 


Seq. No. 


284247 


Contig ID 


151772 l.RlOll 


5 '-most EST 


fC-zmle700424186r3 



39635 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2129552 

245 

9.0e-21 

55 
84 

calcium-dependent protein kinase 19 
(fragment) 



Arabidopsis thaliana 



284248 

151786_1.R1011 

fC-zmle700424546f2 

BLASTX 

g2586087 

293 

2.0e-26 

145 

46 

[U72724) receptor kinase-like protein [Oryza sativa] 
284249 

151787_1.R1011 
fC-zmle700424546r3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



284250 

151807_1.R1011 

fC-zmle700425046f2 

BLASTX 

g3063445 

173 

3,0e-12 

103 

39 

(AC003981) F22013.7 
284251 

151848__1.R1011 
fC-zmle700426833f2 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284252 

151862_1.R1011 
fC-zmle700426995al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



284253 

151915_1.R1011 

fC-zmle700427941al 

BLASTN 

g4416300 

47 

2.0e-17 

87 
48 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

284254 

151916 l.RlOll 



39636 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zla700380701.hl 

BLASTX 

g2342860 

261 

2.0e-22 

136 

40 

(U67168) E4/E8 binding protein-1 [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284255 

151921__1.R1011 

uC-zmflmol7418bllal 

BLASTX 

g2801536 

241 

4.0e-20 

62 

68 

(AF039531) lysophospholipase homolog [Oryza sativa] 
284256 

151923_1.R1011 

tfd700570035.hl 

BLASTX 

g3914365 

1270 

l,0e-140 

278 
84 

PHOSPHOLIPASE D 2 PRECURSOR (PLD 2) (CHOLINE PHOSPHATASE 2) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 2) 
>gi_1902901_dbj_BAA194 66_ (AB001919) phospholipase D [Oryza 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



284257 

151929_1.R1011 
fC-zmle700432434d3 



Seq. No. 
Contig ID 
5 '-most EST 



284258 

151930_1.R1011 
fC-zmle700428130r6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284259 

151942_1.R1011 

fC-zmle700428147r2 

BLASTX 

g4585908 

291 

2.0e-35 

111 

68 

(AC006298) 
thaliana] 



putative lysosomal acid lipase [Arabidopsis 



Seq. No. 
Contig ID 
5 ' -most EST 



284260 

151963_1.R1011 
fC-zmro700451154fl 



39637 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

gll3951 

419 

5.0e-41 

80 
100 

ANNEXIN II (LIPOCORTIN II) {CALPACTIN I HEAVY CHAIN) 
(CHROMOBINDIN 8) (P36) (PROTEIN I) (PLACENTAL ANTICOAGULANT 

PROTEIN IV) (PAP-IV) >gi_71763_pir LQMSSe annexin II - 

mouse >gi_220555_dbj_BAA00914__ (D10024) protein-tyrosine 
kinase substrate p36 [Mus musculus] >gi__309133 (M14044) 
calpactin I heavy chain {p36) [Mus musculus] 

284261 

151972_1.R1011 
fC-zmro700451040rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



284262 

151992__1.R1011 

fC-zmle700428888al 

BLASTN 

g22302 

119 

2.0e-60 

264 
76 

Maize Gpcl gene for glyceraldehyde-3-phosphate 
dehydrogenase (GADPH) subunit C 

284263 

151993_1.R1011 

fC-zmle700428888d3 

BLASTX 

g4587987 

179 

5.0e-13 

62 
55 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 

284264 

152008__1.R1011 

qmh700029529.fl 

BLASTX 

g3860264 

578 

l.Oe-59 

142 

73 

(AC005824) unknown protein [Arabidopsis thaliana] 
284265 

152009_1.R1011 
uer700580536.hl 
BLASTX 
g3860264 



39638 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



341 

6.0e-32 

92 

67 

{AC005824) 



unknown protein [Arabidopsis thaliana] 



284266 

152016_1.R1011 

fC-zmle700434272r2 

BLASTX 

g2252860 

153 

5.0e-10 

134 

35 

{AF013294) No definition line found [Arabidopsis thaliana] 
284267 

152017_1.R1011 

nwy700444171.hl 

BLASTX 

g2832304 

417 

8.0e-41 

101 

77 

(AF044489) receptor-like protein kinase [Oryza sativa] 
284268 

152027_1.R1011 
fC-zmle700429434r4 



Seq. No. 
Contig ID 
5 '-most EST 



284269 

152034_1.R1011 
fC-zmle700429795bl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



284270 

152040_1.R1011 

fC-zmle700429868al 

BLASTX 

g3135274 

350 

4.0e-33 

131 
50 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

284271 

152048_1.R1011 

ceu700429881.hl 

BLASTX 

gl076634 

310 

l.Oe-28 

94 

69 



39639 



NCBI Description 



protein-serine/threonine kinase NPK15 - common tobacco 
>gi_50514 6_dbj_BAA0 6538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284272 

152050_1.R1011 

fC-2mle700429881bl 

BLASTX 

gl076634 

164 

3,0e-ll 

74 

41 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_505146_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



284273 

152075_1.R1011 
fC-zmle700430083r4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



284274 

152084_1.R1011 

fC-zmro700452322fl 

BLASTX 

gl888357 

296 

l.Oe-26 

120 
53 

{X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432__ (Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

284275 

152091__1.R1011 
fC-zmle700445574bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



284276 

152102_1.R1011 

fC-zmle700439325r3 

BLASTX 

g2494089 

401 

6.0e-39 

87 

90 

DIHYDRODIPICOLINATE SYNTHASE PRECURSOR (DHDPS) >gi_1432156 
(U61730) dihydrodipicolinate synthase [Coix lacryma- j obi] 

284277 

152112_1.R1011 

cat700017177.rl 

BLASTX 

g2244993 

394 

4.0e-38 



39640 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



133 
51 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 

284278 

152118_1.R1011 
fC-zmro700452607fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



284279 

152127_1.R1011 

fC-zmle700431109a4 

BLASTX 

g2781357 

550 

4.0e-56 

146 
68 

(AC003113) F2401.13 [Arabidopsis thaliana] 
284280 

152157_1.R1011 

fC-zmle700431563a4 

BLASTX 

g3236253 

794 

5.0e-85 

192 

76 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

284281 

152159_1.R1011 

fC-zmle700431563r3 

BLASTX 

g3236253 

278 

l.Oe-24 

136 

46 

(ACQ04684) receptor-like protein kinase [Arabidopsis 
thaliana] 

284282 

152187_1.R1011 

fC-zmle700431965d3 

BLASTX 

g4455218 

146 

3.0e-09 

88 
47 

(AL035440) putative protein [Arabidopsis thaliana] 
284283 

152215 l.RlOll 



39641 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



rvl700455261.hl 

BLASTX 

g4091008 

372 

l.Oe-43 

158 
59 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 
284284 

152217_1.R1011 

fC-zmle700432191r3 

BLASTX 

g4091008 

343 

3.0e-32 

82 
79 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 



284285 

152237_1.R1011 

fC-zmle700432434a4 

BLASTX 

g2792155 

511 

7.0e-52 

158 

58 

(AJ223291) chalcone reductase 



[Sesbania rostrata] 



284286 

152250_1.R1011 

uC-zmflmol7135c02al 

BLASTN 

gl568532 

63 

7.0e-27 

91 

95 

T.aestivum gene for transfer RNA-Tyr (pTty4) 
284287 

152318_1.R1011 
uC-zmflb73300a05al 



Seq. No. 
Contig ID 
5 '-most EST 



284288 

152323_1.R1011 
fC-zmst700455187fl 



Seq. No. 
Contig ID 
5 ' -most EST 



284289 

152325_1.R1011 
fC-zmle700434174bl 



Seq. No. 
Contig ID 
5 '-most EST 



284290 

152333_1.R1011 
fC-zmle700434272a3 



39642 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl076755 

582 

3.0e-60 

168 

68 

protein kinase 
[Oryza sativa] 



- rice >gi__450300 (L27821) protein kinase 



284291 

152339_1.R1011 

uC-Emflmol7037g07al 

BLASTX 

gl076755 

300 

2.0e-27 

79 
75 

protein kinase - rice >gi_450300 (L27821) protein kinase 
[Oryza sativa] 

284292 

152340_1.R1011 

fC-2mst7G0455422fl 

BLASTX 

g2493494 

222 

6,0e-18 

92 

48 

SERINE CARBOXYPEPTIDASE II-2 PRECURSOR (CP-MII,2) 
>gi_619351__bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone. Peptide, 436 
aa] 



Seq. No. 
Contig ID 
5 '-most EST 



284293 

152372_1.R1011 
uer700578255.hl 



Seq. No. 
Contig ID 
5 '-most EST 



284294 

152392_1.R1011 
fC-zmst700456113fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284295 

152402_1.R1011 

fC-zmle700439325a4 

BLASTX 

gll8237 

177 

9.0e-22 

102 
57 

DIHYDRODIPICOLINATE SYNTHASE 2 PRECURSOR (DHDPS) 

>gi_68225_pir WZWTH6 dihydrodipicolinate synthase (EC 

4.2.1.52) precursor {clone pDA26) - wheat >gi_170682 
{M60599) dihydrodipicolinate synthase [Triticum aestivum] 



39643 



II 



Seq. No. 


284296 


Contig ID 


152428 l.RlOll 


5 '-most EST 


fC-zmle700440270r4 


Seq. No. 


284297 


Contig ID 


152431 l.RlOll 


5 '-most EST 


fC-zmle700440385a3 


Method 


BLASTX 


NCBI GI 


gl017706 


BLAST score 


262 


E value 


9.0e-23 


Match length 


148 


% identity 


40 


NCBI Description 


(U17901) FLAP [Ratt 


Seq. No. 


284298 


Contig ID 


152441 l.RlOll 


5 '-most EST 


uC-zmrob73044g02al 


Method 


BLASTX 




g4 4 y y / 


BLAST score 


260 


E value 


l.Oe-22 


Match length 


96 


% identity 


48 


NCBI Description 


(AL035678) putative 


Seq. No. 


284299 


Contig ID 


152479 l.RlOll 


5 '-most EST 


fC-zmle700442181al 


Method 


BLASTX 


NCBI GI 


gl362190 


BLAST score 


1389 


E value 


1 . Ue-i bU 


Match length 


310 


% identity 


94 


NCBI Description 


calcium-dependent p 




>gi_506413 (L15390) 




mays] 


Seq. No. 


284300 


Contig ID 


152482 l.RlOll 


5 '-most EST 


fC-zmle700441534bl 


Seq. No. 


284301 


Contig ID 


152485 l.RlOll 


5 '-most EST 


fC-zmle700441428f6 


Method 


BLASTX 


NCBI GI 


gl350778 


BLAST score 


516 


E value 


2.0e-52 


Match length 


137 


% identity 


71 



rotein kinase - maize (fragment) 
calcium-dependent protein kinase [Zea 



NCBI Description 



60S ACIDIC RIBOSOMAL PROTEIN PO (LlOE) 

>gi_2119118_pir 150151 acidic ribosomal phosphoprotein - 

chicken >gi_453474 (L28704) acidic ribosomal phosphoprotein 
[Gallus gallus] 



39644 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



284302 

152514_1.R1011 

mwy700441811.hl 

BLASTX 

g629561 

192 

l.Oe-14 

90 
39 

SRGl protein - Arabidopsis thaliana 

>gi__47 9047_emb_CAA55654_ (X79052) SRGl [Arabidopsis 
thaliana] 

284303 

152523_1,R1011 

fC-zmle700442386f8 

BLASTX 

g3925370 

314 

l.Oe-28 

178 

39 

(Z75714) similar to 40S ribosomal protein S7; cDNA EST 
EMBL:T00854 comes from this gene; cDNA EST EMBL:T00855 
comes from this gene; cDNA EST EMBL:D7 0956 comes from this 
gene; cDNA EST EMBL:D71012 comes from this gene; cDNA EST 

284304 

152523_2,R1011 

fC-zmro700449739f5 

BLASTX 

g3851636 

244 

l.Oe-20 

130 

43 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_41282 0 6 
40S ribosome protein S7 [Avicennia marina] 



284305 

152524_1.R1011 

uC-zmflb73005c05al 

BLASTX 

gl680686 

337 

2.0e-31 

132 

47 

(U51330) rust resistance kinase LrlO [Triticum aestivum] 
284306 

152556__1.R1011 

fC-zmle700442181bl 

BLASTX 

gl504052 

599 

5.0e-62 



39645 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



120 
96 

(D87042) Calcium-dependent protein kinase [Zea mays] 
284307 

152593_1.R1011 

cyk700047663.fl 

BLASTX 

g731806 

403 

4.0e-39 

177 

49 

PROBABLE CALCIUM-TRANSPORTING ATPASE 7 

>gi__626344_pir S48431 probable membrane protein YIL048w 

yeast (Saccharomyces cerevisiae) >gi_557820_emb_CAA8 6174_ 

(Z38060) orf, len: 1151, CAI : 0.17, similar to S30768 
S307 68 PROBABLE ATPASE - YEAST (SACCHAROMYCES CEREVISIAE) 

[Saccharomyces cerevisiae] 

284308 

152600_1.R1011 

fC-zmle700443881f8 

BLASTX 

g4101473 

445 

4.0e-44 

96 

92 

(AF003382) KEAl [Arabidopsis thaliana] 
284309 

152625_1,R1011 

fC-2mle700444419d6 

BLASTN 

g998429 

60 

5.0e-25 

84 

93 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

284310 

152630_1.R1011 
fC-zmle700444433d4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284311 

152660_1.R1011 

fC-zmle700444583f7 

BLASTX 

g3402758 

707 

l.Oe-74 

250 
56 

(AL031187) serine/threonine kinase - like protein 



39646 



II 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284312 

152662_1.R1011 

uC-zraf linol7 355ellal 

BLASTX 

g3047117 

155 

4.0e-10 

34 
85 

(AF058 919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284313 

152666_1.R1011 

cyk700047731.fl 

BLASTX 

g3560168 

531 

6.0e-54 

160 

64 

{AL031525) 60S ribosomal protein L19 [Schizosaccharomyces 
pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



284314 

152667_1,R1011 
fC-zmle700445151f7 



Seq. No. 
Contig ID 
5 '-most EST 



284315 

152693__1.R1011 
fC-zmle700445074bl 



Seq. No. 
Contig ID 
5 '-most EST 



284316 

152719_1.R1011 
fC-zmle700445302al 



Seq. No. 

Contig ID 
5 '-most EST 



284317 

152736_1.R1011 
fC-zmle700445470a4 



Seq. No. 
Contig ID 
5 '-most EST 



284318 

152737_1.R1011 
fC-zmle700445470d4 



Seq. No. 

Contig ID 
5 '-most EST 



284319 

152747_1.R1011 
fC-zmro700448566r2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



284320 

152749_1.R1011 

uC-zmromol704 9f 12al 

BLASTX 

g2760839 

177 

2.0e-12 



39647 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



85 
44 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
284321 

152782_1.R1011 
cat700021779.rl 



Seq. No. 
Contig ID 
5 '-most EST 



284322 

152782_2.R1011 
fC-zmle700446531d3 



Seq. No. 
Contig ID 
5 '-most EST 



284323 

152791__1.R1011 
fC-zmle700446611d4 



Seq. No. 
Contig ID 
5 '-most EST 



284324 

152796_1.R1011 
uC-zmflmol7421h06al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



284325 

152799__1.R1011 
wyr700243281.hl 

284326 

152810_1.R1011 

nwy700446705.hl 

BLASTX 

g3914372 

149 

2.0e-09 

111 

37 

l-ACYL-SN-GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE ALPHA (1-AGP 
ACYLTRANSFERASE) (1-AGPAT) (LYSOPHOSPHATIDIC ACID 
AC YLTRANS FERASE-ALPHA ) ( LPAAT -ALPHA ) >gi_2 155238 (U56417) 
lysophosphatidic acid acyltransf erase-alpha [Homo sapiens] 
>gi_2253613 (U75971) putative lysophospholipid 
acyltransferase [Homo sapiens] >gi__2894 090__emb_CAA70758_ 
(Y09565) l-acylglycerol-3-phosphate 0-acyltransf erase [Homo 
sapiens] 

284327 

152824_1.R1011 
cat700020370.rl 



Seq. No. 
Contig ID 
5 '-most EST 



284328 

152845_1.R1011 
fC-zmle700447121bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



284329 

152851_1.R1011 

ceu700426579.hl 

BLASTX 

g3785998 

427 

6.0e-42 



39648 



Match length 


176 






A n 
4 / 




NCBI Description 


(AC0054 99) unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


284330 




Contig ID 


lozool z.Rlull 




5 '-most EST 


uer700577821.hl 




Seq. No. 


284331 




Oontig ID 


iOZODZ l.KlUii 




5 '-most EST 


fC-zmle700447381r3 




Seq. No. 


284332 




Contig ID 


152873 l.RlOll 




5 '-most EST 


fC-zmle700447417r3 




Seq. No. 


284333 




Contig ID 


152882 l.RlOll 




5 '-most EST 


cyk700049203.fl 




Method 


BLASTX 




NCBI GI 


g3641845 




nLiAo 1 score 


/by 




E value 


5,0e-82 




Match length 


206 




% identity 


73 




NCBI Description 


(AJ223358) stelar K+ outward rectifying 


channel 




[Arabidopsis thaliana] 




Seq. No. 


284334 




Contig ID 


152899 l.RlOll 




5 '-most EST 


fC-zmle700447968r6 




Seq. No. 


284335 




Contig ID 


152902 l.RlOll 




5 '-most EST 


fC-zmle700448206a3 




Seq. No. 


284336 




Contig ID 


152915 l.RlOll 




5 '-most EST 


fC-zmle700448273d6 




Method 


BLASTX 






goolUo / D 




BLAST score 


642 




E value 


3.0e-67 




Match length 


184 




% identity 


42 




NCBI Description 


(AJ223357) SKOR [Arabidopsis thaliana] 




Seq. No. 


284337 




Contig ID 


152934 l.RlOll 




5 '-most EST 


fC-zmle700559868il 




Method 


BLASTX 




NCBI GI 


gl709449 




BLAST score 


823 




E value 


2.0e-88 




Match length 


169 




% identity 


91 





NCBI Description PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 



39649 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR (PDHEl-A) >gi_1263302 (U51918) pyruvate 
dehydrogenase El alpha subunit [Pisum sativum] 

284338 

152961_1.R1011 

fC-zmle700577847fl 

BLASTX 

g2130082 

416 

8.0e-41 

144 
55 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi__2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408__prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

284339 

152963_1.R1011 

fC-zmle700582420a2 

BLASTX 

g3834350 

214 

2.0e-17 

88 

49 

(AB010991) 3b-hydroxylase [Lycopersicon esculentum] 
284340 

152977_1.R1011 

uer700582230.hl 

BLASTX 

g4314401 

334 

l.Oe-31 

93 

65 

(AC006232) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284341 

152997_1.R1011 

fC-zmle700583118fl 

BLASTX 

gl731990 

509 

9.0e-52 

135 

72 

(Y09602) 
vuigare] 



serine carboxypeptidase II, CP-MII [Hordeum 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



284342 

153004_1.R1011 

fC-zmle700579561fl 

BLASTX 



39650 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4206122 
543 

2.0e-55 

150 

69 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 
Contig ID 
5 '-most EST 



284343 

153015_1.R1011 
fC-zmle700579741a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284344 

153059_1.R1011 

fC-2mle700582230f4 

BLASTX 

g3402751 

270 

9.0e-24 

70 
70 

(AL031187) putative protein [Arabidopsis thaiiana] 
284345 

153075^1, RlOll 
fC-zmle700582462rl 



Seq. No. 
Contig ID 
5 '-most EST 



284346 

153089_1.R1011 
vfk700404809,hl 



Seq. No. 
Contig ID 
5 '-most EST 



284347 

153096_1.R1011 
xsy700208431.hl 



Seq. No, 
Contig ID 
5 '-most EST 



284348 

153138_1.R1011 
cyk700049504.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284349 

153155_1.R1011 

fC-zmro700449558f7 

BLASTX 

g2130024 

346 

l.Oe-36 

112 
73 

DNA-binding protein ABF2 - wild oat 

>gi_115987 9_emb_CAA88331_ (Z48431) DNA-binding protein 
[Avena fatua] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



284350 

153155_2.R1011 

uC-zmrob73060g04al 

BLASTX 

g2130024 



39651 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308 

l.Oe-30 

114 

66 

DNA-binding protein ABF2 - wild oat 

>gi_115987 9_emb_CAA88331_ (Z48431) DNA-binding protein 
[Avena fatua] 



284351 

153155_3.R1011 

dyk700103077.hl 

BLASTX 

g2130024 

283 

5,0e-37 

98 
83 

DNA-binding protein ABF2 - 
> gi_l 15987 9_einb_CAA8 8 3 3 1_ 
[Avena fatua] 



wild oat 

(Z48431) DNA-binding protein 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284352 

153168_1.R1011 

dyk700106614.hl 

BLASTN 

g4514723 

37 

3.0e-ll 

72 
90 

Oryza sativa OsENOD40 gene, complete cds 
284353 

153224__1,R1011 

cyk700049432.fl 

BLASTN 

gl420923 

35 

3.0e-10 

87 
85 

Zea mays repressor-like protein (inl) gene, complete cds 
284354 

153226_1.R1011 

fC-2mro700450116al 

BLASTX 

g2245077 

646 

9.0e-68 

152 

80 

(Z97343) glucanase homolog [Arabidopsis thaliana] 
284355 

153250_1.R1011 
ceu700428430.hl 



39652 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



284356 

153283_1.R1011 
fC-zmro700451924rl 

284357 

153295_1.R1011 
uC-zmrob73060e06al 

284358 

153317_1.R1011 

fC-zmro700453242fl 

BLASTX 

g4314401 

393 

3.0e-38 

134 

57 

(AC006232) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

284359 

153334__1.R1011 

fC-zmro700569167al 

BLASTX 

g2500197 

417 

8.0e-41 

106 
78 

RAC-LIKE GTP BINDING PROTEIN RAC13 >gi_136197 6_pir S57325 

GTP-binding protein Rac 13 - upland cotton 
>gi_1087111_bbs_170156 (S79308) 21.8 kda GTP-binding 
protein=Racl3 [Gossypium hirsutum=cotton plants, cv. Acala 
SJ-2, boll fibers. Peptide, 196 aa] [Gossypium hirsutum] 



l.RlOll 
:o"700570160al 

166 

)0 



284360 
153362_ 
f C-zmrc 
BLASTX 
g34112( 
2774 
0.0e+0( 
532 
100 

{AF080567) pullulanase-type starch debranching enzyme [Zea 
mays] 

284361 

153366_1.R1011 

fC-zmro700570435al 

BLASTX 

gll09699 

401 

9.0e-39 

170 

49 



39653 



NCBI Description 


{X83381) gibberellin 20-oxidase [Arabidopsis thaliana 


Seq. No, 


284362 




lOOfiUO l.KlUll 


5 '-most EST 


fC-zmro700571573al 


Seq, No. 


284363 


Contig ID 


153473 l.RlOll 


5 '-most EST 


uC-zmflmol7393e06al 


Seq. No, 


284364 


Contig ID 


153535 l.RlOll 


5 '-most EST 


fC-zmst700620205al 


Method 


BLASTX 


NCBI GI 


g3282250 


BLAST score 


786 


E value 


5.0e-84 


Match length 


210 


% identity 


70 


NCBI Description 


(AF009337) CDPK-related protein kinase [Tradescantia 




virginiana] 


Seq. No. 


284365 


Contig ID 


153671 l.RlOll 


5 '-most EST 


fC-zmro700833812fl 


Method 


BLASTN 




^c; CO QO Q 


BLAST score 


40 


E value 


4.0e-13 


Match length 


84 


% identity 


87 


NCBI Description 


G.max mRNA for heat shock transcription factor 


Seq. No, 


284366 


Contig ID 


153674 l.RlOll 


5 '-most EST 


fC-zmro700829571dl 


Method 


BLASTX 


NCBI GJ 




BLAST score 


667 


E value 


7.0e-70 


Match length 


220 


% identity 


65 


NCBI Description 


{AL023094) putative protein [Arabidopsis thaliana] 


Seq. No. 


284367 


Contig ID 


153686 l.RlOll 


5 '-most EST 


fC-zmro700829816al 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g462147 

622 

6,0e-65 

158 
73 

GLUCOSE- 6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) { PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_5418 66_pir S41808 glucose-6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 



39654 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_415923_emb_CAA4894 0_ {X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 

284368 

153690_1.R1011 
fC-zmro700829816r6 



284369 

153694_1.R1011 

fC-zmro700829824dl 

BLASTX 

g3892712 

504 

4.0e-51 
116 

81 

(AL033545) adenine phosphoribosyltransf erase 
like protein [Arabidopsis thaliana] 



(EC 2.4.2.7) 



Seq. No. 

Contig ID 



284370 

153696_1.R1011 

fC-zmro700829944fl 

BLASTX 

g4581146 

534 

4.0e-62 

141 

87 

{AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

284371 

153700_1.R1011 

fC-2mro700831628d4 

BLASTX 

g541816 

354 

3.0e-33 

109 
69 

protein kinase - common ice plant >gi_457 68 9__emb_CAA82 990 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 

284372 

153701__1.R1011 

fC-zmro700829958a6 

BLASTX 

gl076632 

712 

2,0e-75 

153 
85 

protein kinase - common tobacco >gi_50 6534_emb_CAA5037 4_ 
{X71057) protein kinase [Nicotiana tabacum] ~ 

284373 

153710 l.RlOll 



39655 



5 "-most EST 


fC-zmro700832903d6 


Seq, No. 


284374 


Contig ID 


153722 l.RlOll 


5 '-most EST 


fC-zmro700830732d4 


Method 


BLASTX 




y o ^ J / 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


76 


% identity 


61 


NCBI Description 


(L22847) HAHB-1 [Helianthus annuus] 


Seq. No. 


284375 


Contig ID 


153723 l.RlOll 


5 '-most EST 


fC-zmro700830015fl 


Method 


BLASTX 


NPPT C^T 

IN \^ID ± KJJL 




BLAST score 


552 


E value 


8.0e-57 


Match length 


133 


% identity 


84 


NCBI Description 


(L22847) HAHB-1 [Helianthus annuus] 


Seq. No. 


284376 


Contig ID 


153727 l.RlOll 


5 '-most EST 


fC-zmro700830206fl 


Method 


BLASTX 




yy*±ozc500 


BLAST score 


270 


E value 


l.Oe-23 


Match length 


106 


-6 iQeni.iL,y 


0 1 


NCBI Description 


(AC006300) putative 2A6 protein [Arabidopsis thaliana 


Seq. No. 


284377 


Contig ID 


153728 l.RlOll 


5 '-most EST 


fC-zmro700833336rl 


Seq. No. 


284378 


Contig ID 


153736 2.R1011 


5 '-most EST 


fC-zmro700830872fl 


Method 


BLASTX 


NPRT PT 

LN^OX \JX 


yz^xoooX 


BLAST score 


217 


E value 


2.0e-17 


Match length 


43 


% identity 


95 


NCBI Description 


(AC000348) T7N9.1 [Arabidopsis thaliana] 


Seq. No, 


284379 


Contig ID 


153738 l.RlOll 


5 '-most EST 


fC-zmro700830206d6 


Method 


BLASTX 


NCBI GI 


gl903357 


BLAST score 


706 


E value 


2.0e-74 



39656 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



202 
62 

(AC000104) Strong similarity to Arabidopsis 2A6 
(gb_X83096) . [Arabidopsis thaliana] 

284380 

153754_1.R1011 

fC-zmro700830313a2 

BLASTX 

g3805849 

691 

9.0e-73 

250 
80 

[AL031986) cytoplasmatic aconitate hydratase (citrate 
hydro-lyase) (aconitase) (EC 4.2.1.3) [Arabidopsis thaliana] 

284381 

153755_1.R1011 

fC-zmro700830313dl 

BLASTX 

g4092771 

167 

l.Oe-11 

87 
36 

(AF105139) disease resistance gene homolog lA [Brassica 
napus] 

284382 

153759_1.R1011 
fC-zmro700833817d4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



284383 

153762_1.R1011 

fC-zmro700834004d4 

BLASTX 

g4006829 

497 

7.0e-50 

191 
53 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
284384 

153763_1.R1011 

fC-zmro700830314fl 

BLASTX 

g4006829 

159 

5.0e-ll 

44 

70 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
284385 

153763 2.R1011 



39657 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmro700830314il 

BLASTX 

g2852447 

185 

l.Oe-27 

91 
71 

(D88206) 



protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284386 

153772_1,R1011 

fC-zmro700832904rl 

BLASTX 

g3421413 

605 

l.Oe-62 

130 

87 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

284387 

153779_1.R1011 

fC-zmro700830431a2 

BLASTX 

g3282092 

172 

3.0e-12 

113 

42 

{AJ007446) hypothetical protein [Thermotoga neapolitana] 
284388 

153781_1.R1011 

fC-zmro700830431fl 

BLASTX 

g399427 

441 

6,0e-48 

129 

66 

ENOLASE {2-PHOSPHOGLyCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_9 9392__pir S24 996 

phosphopyruvate hydratase (EC 4.2.1.11) - Chlamydomonas 
reinhardtii >gi__18143__emb_CAA4 704 3_ (X66412) enolase 
[Chlamydomonas reinhardtii] 

284389 

153792_1.R1011 
fC-zmro700830687fl 



Seq. No. 

Contig ID 
5 '-most EST 



284390 

153793_1.R1011 
fC-zmro700830845d4 



Seq. No. 



284391 



39658 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153794^1. RlOll 

fC-zmro700830732fl 

BLASTX 

g3881381 

382 

8.0e-37 

141 

52 

(Z68270) Similarity to Yeast Man (0 ) -alpha-mannosidase 
{SW:MNS1__YEAST) ; cDNA EST EMBL:D71247 comes from this gene 
cDNA EST EMBL:D73896 comes from this gene [Caenorhabditis 
elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284392 

153800_1.R1011 

fC-zmro700830845rl 

BLASTX 

gl30185 

226 

2.0e-18 

81 

62 

PHYTOCHROME A >gi_65877_pir FKPUZ phytochrome - zucchini 

>gi_167501 (M152 65) phytochrome [Cucurbita pepo] 
>gi_225435_prf 1303260A phytochrome [Cucurbita pepo] 

284393 

153809_1.R1011 

fC-zmro700833022al 

BLASTX 

g2065531 

458 

2.0e-45 

107 

77 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
284394 

153810_1.R1011 
fC-zmro700830873rl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284395 

153814__1.R1011 

fC-zmro700833677rl 

BLASTX 

g4567279 

353 

4.0e-33 

142 

52 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



284396 

153820_1.R1011 

fC-zmro700830949rl 

BLASTX 



39659 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 "-most EST 



g4220476 
877 

2.0e-94 

240 

69 

{AC006069) ribophorin I-like protein [Arabidopsis thaliana] 
284397 

153822_1.R1011 
fC-zinro700830949d4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



284398 

153823_1.R1011 

fC-zmro700830949fl 

BLASTX 

g4220476 

429 

3.0e-42 

149 
62 

(AC006069) ribophorin I-like protein [Arabidopsis thaliana] 



284399 

153831 

f C-zmro 

BLASTX 

g458754 

211 

3.0e-16 
260 
28 

(AC0065 
gb_X682 



l.RlOll 

700830969d4 



77) Contains similarity to DNA-binding protein Gt-2 
61 from Oryza sativa. [Arabidopsis thaliana] 



284400 

153834_1.R1011 

fC-zmro700831112a2 

BLASTX 

g4033431 

473 

6.0e-50 

118 

86 

PROBABLE PYRUVATE KINASE, CYTOSOLIC ISOZYME (PK) 

>gi_2 9824 67_emb_CAA18231_ (AL022223) pyruvate kinase like 

protein [Arabidopsis thaliana] 

284401 

153835_1.R1011 
fC-zmro700831112d4 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



284402 

153837_1,R1011 

fC-zmro700833834d4 

BLASTX 

g2497543 

1416 



39660 



II 



Cj V a. _l Lit- 




Match length 


308 


% identity 


91 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi 542061 pir S41379 




pyruvate kinase - common tobacco >gi 4 44 023 emb CAA82 628 




(Z29492) pyruvate kinase [Nicotiana tabacum] ~ 


Seq. No. 


284403 


Contig ID 


153845 l.RlOll 


5 '-most EST 


fC-zmro700833881rl 


Seq. No. 


284404 


Contig ID 


153848 l.RlOll 


5 '-most EST 


fC-2mro700831516fl 


Method 


BLASTX 


NCBI CT 




BLAST score 


753 


E value 


2.0e-80 


Match length 


147 


% identity 


92 


NCBI Description 


{AC006931) putative MAP kinase [Arabidopsis thaliana] 


Seq. No. 


284405 


Contig ID 


153850 l.RlOll 


5 '-most EST 


fC-zmro700831226fl 


Method 


BLASTX 




goU / / o4 U 


BLAST score 


169 


E value 


4.0e-12 


Match length 


44 


-5 identity 


1 U 


NCBI Description 


(AJ223151) 0-methyltransf erase [Prunus dulcis] 


Seq. No. 


284406 


Contig ID 


153857 l.RlOll 


5 '-most EST 


fC-zmro700831372a5 


Seq. No. 


284407 


Contig ID 


153862 l.RlOll 


5 '-most EST 


fC-zmro700831491a2 


Method 


BLASTX 




gj y 41 / / 


BLAST score 


397 


E value 


l.Oe-38 


Match length 


119 


-6 laenriry 


63 


NCBI Description 


(AJ009720) NL27 [Solanum tuberosum] 


Seq. No. 


284408 


uonrig lu 


153863 l.RlOll 


5 '-most EST 


fC-zmro700832291rl 


Seq. No. 


284409 


Contig ID 


153868 l.RlOll 


5 '-most EST 


fC-zmro700832290d4 


Seq. No. 


284410 



39661 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

,% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



153886_1.R1011 

fC-zmro700831625rl 

BLASTX 

gll69199 

269 

8.0e-24 

64 

75 

DNA- DAMAGE -RE PAIR/ TOLERATION PROTEIN DRT102 

>gi_479739_pir S35271 hypothetical protein - Arabidopsis 

thaliana >gi_16692B (L11368) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds . ] , gene product 
[Arabidopsis thaliana] 

284411 

153902_1.R1011 

fC-zmro700831777fl 

BLASTX 

g3482967 

208 

4.0e-17 

57 
86 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4559345_gb_AAD23006. 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

284412 

153907_1.R1011 

fC-zmro700833194al 

BLASTX 

g3834302 

1327 

l.Oe-147 

335 

81 

(AC005679) Similar to gb_D45384 vacuolar H+-pyrophosphatase 
from Oryza sativa. ESTs gb_F14272 and gb_F14273 come from 
this gene. [Arabidopsis thaliana] 

284413 

153909_1,R1011 

fC-zmro700831855fl 

BLASTX 

g310563 

193 

9.0e-15 

42 
93 

(L19359) calmodulin [Glycine max] >gi_15837 71_prf 2121384E 

calmodulin [Glycine max] 

284414 

153910__1,R1011 

fC-zmro700831873a2 

BLASTX 

g2983600 



39662 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271 

4.0e-24 

95 

56 

(AE000725) argininosuccinate synthase [Aquifex aeolicus] 
284415 

153912_1.R1011 

fC-zmro700832036a2 

BLASTX 

g4249391 

278 

9.0e-25 

80 

64 

(AC005966) Similar to gi_3249076 T13D8,16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284416 

153914_1.R1011 

fC-zmro700831916fl 

BLASTX 

g4454472 

493 

3,0e-49 

236 

48 

(AC006234) unknown protein [Arabidopsis thaliana] 
284417 

153922__1.R1011 

fC-zmro700833080d7 

BLASTX 

g2462749 

731 

2.0e-77 

180 

82 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

284418 

153935_1.R1011 

fC-zmro700834123d4 

BLASTX 

g2499488 

239 

5.0e-20 

59 

83 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_4 83547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 



39663 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



284419 

153936^1, RlOll 

fC-zmro700831993d4 

BLASTX 

g2499946 

1500 

l.Oe-167 

393 
75 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) {OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 

284420 

153939_1.R1011 

fC-zmro700833207fl 

BLASTX 

gl421730 

239 

3.0e-20 

113 

42 

(U43082) RF2 [Zea mays] 
284421 

153954_1.R1011 

fC-zmro700832291d4 

BLASTX 

g2983600 

166 

2.0e-ll 

76 
43 

(AE000725) argininosuccinate synthase [Aquifex aeolicus] 
284422 

153963_1.R1011 

fC-zmro700832290fl 

BLASTX 

g3766299 

366 

2.0e-43 

103 

100 

(AJ012080) sucrose synthase [Pisum sativum] 
284423 

153964_1.R1011 

fC-zmro700832291a5 

BLASTX 

g4371296 

788 

4.0e-84 

240 
62 



39664 



# 



NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 

284424 

153996_1.R1011 
fC-zmro700833812d7 

284425 

154007_1.R1011 

fC-zmro700832664a5 

BLASTX 

g2970447 

604 

2.0e-81 

155 

99 

(AF04 9706) aspartokinase-homoserine dehydrogenase [Glycine 
max] 

284426 

154010_1.R1011 

fC-zmro700833374d4 

BLASTN 

g2970446 

417 

O.Oe+00 

425 

100 

Glycine max aspartokinase-homoserine dehydrogenase 
(AK-HSDH) mRNA, complete cds 

284427 

154014_1.R1011 

fC-zmro700832792a2 

BLASTX 

g3915873 

490 

8.0e-50 

97 

94 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE ) 
(NODULIN-lOO) >gi_2606081 (AF030231) sucrose synthase 
[Glycine max] 

284428 

154018_1.R1011 

fC-zmro700832904a5 

BLASTX 

gl408460 

887 

l.Oe-95 

251 

73 

(U40161) type 2A protein serine/threonine phosphatase 55 
kDa B regulatory subunit [Arabidopsis thaliana] 



Seq. No. 



284429 



39665 



II 



Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154020_1.R1011 

fC-zmro700833022a2 

BLASTN 

g20738 

46 

7.0e-17 

62 
94 

P. sativum gdcP gene for P-protein of glycine decarboxylase 
enzyme complex 

284430 

154021_1.R1011 

fC-zmro700832864a2 

BLASTX 

g3021270 

329 

l.Oe-30 

122 

59 

(AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 

284431 

154022_1.R1011 

fC-zmro700832864d4 

BLASTX 

g3776082 

185 

6.0e-14 

43 
88 

(Y18250) MtN30 [Medicago truncatula] 
284432 

154024_1.R1011 

fC-zmro700832903a2 

BLASTX 

g4262226 

355 

4.0e-33 

150 

52 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
284433 

154049_1,R1011 

fC-zmro700833080a3 

BLASTX 

g2462749 

1080 

l.Oe-118 

308 

69 

{AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



39666 



Seq. No. 


284434 






i04U0D i.RlUll 




5 '-most EST 


fC-zmro700833080f3 




Seq. No. 


284435 




Contig ID 


154058 l.RlOll 




5 '-most EST 


fC-zmro700833080r4 




Seq. No. 


284436 




Contig ID 


154059 l.RlOll 




5 '-most EST 


fC-zmro700833139a2 




Method 


BLASTX 






go / Jo Jo y 




BLAST score 


678 




E value 


2.0e-71 




Match length 


158 




% identity 


o u 
OO 




NCBI Description 


(AC005170) putative kinase [Arabidopsis 


thaliana] 


Seq. No. 


284437 




Contig ID 


154062 l.RlOll 




5 '-most EST 


fC-zmro7 00834 08 Orl 




Seq. No. 


284438 




Contig ID 


154077 l.RlOll 




5 '-most EST 


fC-zmro700833222a2 




Method 


BLASTX 




NCBI GI 


g2499115 




rsLAoi score 


742 




E value 


5.0e-79 




Match length 


147 




% identity 


93 




NCBI Description 


VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG 


>gi 18357 




(U86662) VPS41 [Lycopersicon escuientum] 




Seq. No. 


284439 




Contig ID 


154080 l.RlOll 




5 '-most EST 


fC-zmro700833677d4 




Method 


BLASTX 




NCBI GI 


g2499115 




£j Ij^riO 1 o O U -L c 


9 1 Q 
Z X 




E value 


8.0e-18 




Match length 


85 




% identity 


58 




NCBI Description 


VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG 


>gi 18357 




(U86662) VPS41 [Lycopersicon escuientum] 




Seq. No. 


284440 




Contig ID 


154085 l.RlOll 




5 '-most EST 


fC-zmro700833238a2 




Method 


BLASTX 




NCBI GI 


g3913366 




BLAST score 


206 




E value 


2.0e-16 




Match length 


115 




% identity 


42 





NCBI Description PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 



39667 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



>gi_1597723 (U67422) CRINKLY4 precursor [Zea mays] 
284441 

154099_1.R1011 

fC-zmro7 00833336a5 

BLASTX 

g3549626 

1030 

l.Oe-112 

331 
61 

(AJ009696) wall-associated kinase 1 [Arabidopsis thaliana] 
284442 

154106_1.R1011 
fC-zmro700833336r3 

284443 

154114_1.R1011 

fC-zmro700833411a2 

BLASTX 

g2852449 

637 

l.Oe-66 

143 

85 

(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

284444 

154116_1.R1011 

fC-zmro700833616a2 

BLASTX 

g3176072 

357 

7.0e-34 

77 
88 

(AJ002485) protein phosphatase 1, catalytic beta subunit 
[Medicago sativa] 

284445 

154118_1.R1011 
fC-zmro700B33639a5 



Seq. No. 
Contig ID 
5 '-most EST 



284446 

154121_1.R1011 
fC-zmro7 0083388 ld4 



Seq. No. 
Contig ID 
5 '-most EST 



284447 

154135__1.R1011 
fC-zmro700834165d4 



Seq. No. 
Contig ID 
5 '-most EST 



284448 

154136_1.R1011 
fC-zmro700833775a2 



39668 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



284449 

154145_1.R1011 
fC-zmro700833834rl 
BLASTX 
gl29584 
535 

l.Oe-54 
104 
99 

PHENYLALANINE AMMONIA- LYASE 
phenylalanine ammonia-lyase 
>gi_18377_emb_CAA37129_ (X52953) phenylalanine 
ammonia-lyase [Glycine max] 



1 >gi__99944_pir S22991 

(EC 4.3.1.5) 1 - soybean 



284450 

154159_1.R1011 
fC-zmro700833834a5 
BLASTX 
gl29584 
597 

5.0e-62 
121 
96 

PHENYLALANINE AMMONIA-LYASE 
phenylalanine ammonia-lyase 
>gi_18377_emb_CAA3712 9_ (X52953 
ammonia-lyase [Glycine max] 



1 >gi__9994 4_pir S22991 

(EC 4.3.1.5) 1 - soybean 
phenylalanine 



284451 

154165__1.R1011 

fC-zmro700833881a5 

BLASTX 

g4544389 

604 

8.0e-63 

157 

76 

(AC007 047) putative homeodomain protein [Arabidopsis 
thaliana] 

284452 

154224_1.R1011 

fC-zmro700834292fl 

BLASTX 

g3947733 

308 

3.0e-28 

97 

63 

(AJ009719) NL25 [Solanum tuberosum] 
284453 

154227_1.R1011 

fC-zmro700834313al 

BLASTX 

g4539330 

398 



39669 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



7.0e-39 

112 

69 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

284454 

154230_1.R1011 
fC-zmro700835567dl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284455 

154236_1.R1011 

fC-zmro700834391al 

BLASTX 

g2982253 

224 

3.0e-18 

56 
71 

(AF051209) CROC-l-like protein [Picea mariana] 
284456 

154245_1.R1011 

fC-2mro700834671a4 

BLASTX 

g421843 

966 

l.Oe-105 

217 
85 

protein kinase (EC 2.7.1.37) 5 - Arabidopsis thaliana 
>gi_217 8 61_dbj_BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 



284457 

154247__1.R1011 

fC-zmro700834671dl 

BLASTX 

g421843 

409 

6.0e-40 

106 

76 

protein kinase (EC 2.7.1. 
>gi_2178 61_dbj_BAA01715 



37) 5 - Arabidopsis thaliana 
(D10909} serine/threonine protein 



kinase [Arabidopsis thaliana] 
284458 

154257_1.R1011 

fC-zmro700834842a4 

BLASTX 

g2642154 

310 

5.0e-28 

112 

54 

(AC003000) unknown protein [Arabidopsis thaliana] 



39670 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



>gi__3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 

284459 

154263_1,R1011 

fC-2mro700834874a4 

BLASTX 

g4587513 

515 

2.0e-52 

156 
65 

(AC007060) Contains eukaryotic protein kinase domain 
PF_00069. [Arabidopsis thaliana] 

284460 

154265__1.R1011 
fC-zmro700834874dl 



Seq. No. 

Contig ID 
5 '-most EST 



284461 

154276__1.R1011 
fC-zmro700835120al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284462 

154278_1.R1011 

fC-zmro700835120dl 

BLASTX 

g4585973 

273 

4.0e-24 

59 

88 

(AC005287) translation initiation factor [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284463 

154283_1.R1011 

fC-zmro700835214al 

BLASTX 

gll70626 

655 

8.0e-69 

155 
82 

CALCIUM/CALMODULIN-DEPENDENT SERINE/THREONINE PROTEIN 

KINASE >gi_478408_pir JQ2251 calcium/calmodulin-binding 

protein kinase - apple tree >gi_311320_emb_CAA7 8961_ 

{Z17313) calcium/calmodulin-dependent serine/threonine 
protein kinase [Malus domestical >gi_984160_emb_CAA8628 6_ 

(Z38126) calmodulin-binding protein kinase [Malus 
domestica] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



284464 

154292_1.R1011 

fC-zmro700835521fl 

BLASTX 

g3947735 



39671 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



174 

5.0e-13 

59 
58 

(AJ009720) NL27 [Solanum tuberosum] 
284465 

154293_1.R1011 
fC-zmro700835521rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284466 

154296_1.R1011 

fC-zmro700835534fl 

BLASTX 

g404026 

606 

4.0e-63 

139 

81 

(M96568) oleoyl-acyl carrier protein thioesterase 
[Carthamus tinctorius] 

284467 

154298_1.R1011 

fC-2mro7 00835567a2 

BLASTX 

g4454018 

145 

6.0e-09 

111 

33 

(AL035396) SRGl-like protein [Arabidopsis thaliana] 
284468 

154309_1.R1011 

fC-zmro700835579al 

BLASTX 

g2129830 

1525 

l.Oe-170 

307 

95 

heat shock transcription factor 31 - soybean (fragment) 
>gi_6718 67_emb_CAA87079__ (Z46955) heat shock transcription 
factor 31 [Glycine max] 

284469 

154330_1.R1011 

fC-zmro700835729al 

BLASTX 

g3341695 

542 

2.0e-55 

153 

67 

(AC003672) putative thiamin pyrophosphokinase [Arabidopsis 
thaliana] 



39672 



# 



Seq. No. 


284470 


Contig ID 


154350 l.RlOll 


5 '-most EST 


fC-zmro700835986fl 




£5ijriO 1 A 


NCBI GI 


g2911280 


BLAST score 


482 


E value 


l.Oe-74 


Match length 


158 


% identity 


85 


NCBI Description 


(U73937) PK12 protein kinase [Nicotiana tabacum] 


Seq. No. 


284471 


Contig ID 


154354 l.RlOll 


5 '-most EST 


fC-zmro700836155fl 






NCBI GI 


g2462834 


BLAST score 


149 


E value 


l.Oe-09 


Fiaucn xengrn 


} { 


% identity 


39 


NCBI Description 


(AF000657) hypothetical protein [Arabidopsis thaliana 


beq. No. 


284472 


Contig ID 


154355 l.RlOll 


5 '-most EST 


fC-zmro700836155dl 


Seq. No. 


284473 


Contig ID 


154367 l.RlOll 


5 '-most EST 


fC-zmse700159774al 


beq. NO. 


2o44 /4 


Contig ID 


154369 l.RlOll 


5 '-most EST 


fC-zmse700160578al 


beq. NO. 


O O /I Ale 


Contig ID 


154370 l.RlOll 


5 '-most EST 


ceu700427152.hl 


Seq. No. 


284476 


Contig ID 


154374 l.RlOll 


5 '-most EST 


fC-zmse700161738al 


Seq. No. 


284477 


Contig ID 


154379 l.RlOll 


5 '-most EST 


ceu700421864.hl 




rSjLAb 1 A 


NCBI GI 


gl652892 


BLAST score 


366 


E value 


l.Oe-34 


Match length 


119 


% identity 


29 


NCBI Description 


(D90909) ABC transporter [ Synechocystis sp.] 


Seq. No. 


284478 


Contig ID 


154385 l.RlOll 


5 '-most EST 


fC-zmse700196812al 



39673 



Seq. No. 


284479. 


Contig ID 


154387 l.RlOll 


5 '-most EST 


fC-zmse700197203al 




DjLifiO 1 A 


NCBI GI 


g3929647 


BLAST score 


330 


E value 


9.0e-31 


Match length 


128 


% identity 


52 


NCBI Description 


(AJ004881) Immutans 


Seq. No. 


284480 


Contig ID 


154396 l.RlOll 


5 '-most EST 


gwl700612747,hl 


Method 


BLASTX 






BLAST score 


339 


E value 


3.0e-39 


Match length 


142 


■5 xuennr.y 


R Q 

00 


NCBI Description 


{AC002387) putative 




[Arabidopsis thaliai 


Seq. No. 


284481 


Contig ID 


154402 l.RlOll 


5 '-most EST 


fC-zmse700612684al 


Seq. No. 


284482 


Contig ID 


154410 l.RlOll 


5 '-most EST 


fC-zmse700613130rl 


Seq. No. 


284483 


Contig ID 


154423 l.RlOll 


5 '-most EST 


fC-zmse700613867al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



284484 

154427_1.R1011 
uC-zmflb73228f07al 

284485 

154448_1.R1011 

fC-zmse700614946al 

BLASTX 

gl688233 

380 

3.0e-36 

187 

55 

(U77655) DNA binding protein homolog [Solanum tuberosum] 
284486 

154455_1.R1011 
fC-zmse700616908fl 

284487 

154473 l.RlOll 



39674 



II 



5 '-most EST 

Seq, No. 

Contig ID 
5* -most EST 



xyt700347345.hl 
284488 

154510_1.R1011 
fC-zmse700616992al 



Seq, No. 
Contig ID 
5 '-most EST 



284489 

154553_1.R1011 
fC-zmse700798807r6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284490 

154568__1.R1011 

fC-zmse700801387al 

BLASTX 

g4063742 

173 

2,0e-12 

64 

52 

(AC005851) putative phaseolin G-box binding protein 
[Arabidopsis thaliana] 

284491 

154574_1.R1011 

fC-zmse700803335al 

BLASTN 

gl68436 

67 

3.0e-29 

137 

88 

Zea mays catalase (Cat3) gene, complete cds 
284492 

154612__1.R1011 
fC-zmse700836407rl 

284493 

154621_1.R1011 

fC-zmse700836619al 

BLASTX 

g4455158 

167 

2.0e-ll 

42 
74 

(AL021687) kinase-like protein [Arabidopsis thaliana] 
284494 

154631_1.R1011 
fC-zmse700836747fl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



284495 

154632_1.R1011 

fC-zmse700836747dl 

BLASTX 

g2462754 



39675 



II • 



BLAST score 


145 


E value 


4.0e-09 


Match length 


79 


% identity 


39 


NCBI Description 


(AC002292) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


284496 


Contig ID 


154635 l.RlOll 


5 '-most EST 


fC-zmse700836776al 


Method 


BLASTX 




gizzu-L / o 


BLAST score 


479 


E value 


5.0e-48 


Match length 


136 


% identity 


71 


NCBI Description 


(Z69995) dormancy related protein [Trollius ledebourii 


Seq. No. 


284497 


Contig ID 


154662 l.RlOll 


5 '-most EST 


fC-zmse700836955al 


Method 


BLASTX 




giU4 b-^ /o 


BLAST score 


498 


E value 


3.0e-50 


Match length 


96 


-o identity 


97 


NCBI Description 


(U28645) PvAlf [Phaseolus vulgaris] 


Seq. No. 


284498 


Contig ID 


154664 l.RlOll 


5 '-most EST 


fC-2mse700837058dl 


Seq. No. 


284499 


Contig ID 


154667 l.RlOll 


5 ' -most EST 


fC-zmse700837068a4 


Method 


BLASTX 


iNL^Dl tax 


gzZ4 4 o 14 


BLAST score 


408 


E value 


5,0e-58 


Match length 


159 


% identity 


72 


NCBI Description 


{Z97336) protein kinase [Arabidopsis thaliana] 


Seq. No. 


284500 


Contig ID 


154668 l.RlOll 


5 '-most EST 


fC-zmse700837068rl 


Seq. No. 


284501 


Contig ID 


154674 l.RlOll 


5 '-most EST 


fC-zmse700837418al 


Method 


BLASTX 


NCBI GI 


g3980401 


BLAST score 


211 


E value 


l.Oe-16 


Match length 


47 


% identity 


85 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 



39676 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



# • 

thaliana] 
284502 

154678_1.R1011 

fC-zmse700837458al 

BLASTX 

g2632252 

179 

4.0e-13 
114 

39 

(Y12464) serine/threonine kinase [Sorghum bicolor] 



284503 

154686_1.R1G11 

fC-zmse700837706dl 

BLASTX 

g3581917 

193 

l.Oe-14 

87 
45 

(AL031545) hypothetical protein 



[Schizosaccharomyces pombe] 



284504 

154691_1.R1011 

fC-zmse700837777al 

BLASTX 

g3980406 

344 

3.0e-32 

101 

58 

{AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 

284505 

154693_1.R1011 

fC-zmse700837891al 

BLASTX 

gl33438 

425 

4.0e-42 

114 
72 

DNA-DIRECTED RNA POLYMERASE BETA' CHAIN 

>gi_81504_pir B29959 DNA-directed RNA polymerase (EC 

2.7.7.6) beta' chain - spinach chloroplast >gi_295120 
(M55297) RNA polymerase [Spinacia oleracea] 

284506 

154695_1.R1011 

fC-zmse700837891d3 

BLASTX 

g2924258 

176 

l.Oe-26 



39677 



Match length 

% identity 

NCBI Description 

Seg, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



111 
65 

(Z00044) RNA polymerase beta'* subunit [Nicotiana tabacura] 
284507 

154702_1.R1011 

fC-zmse700838314yl 

BLASTX 

g2980770 

523 

2.0e-53 

134 

76 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
284508 

154703_1.R1011 
fC-zmse700838314rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284509 

154705 

f C-zmse 

BLASTX 

g298077 

760 

6.0e-81 

195 

74 

(AL0221 



l.RlOll 
700838314gl 



J) putative protein kinase [Arabidopsis thaliana] 



284510 

154714_1.R1011 

fC-zmse700838540fl 

BLASTX 

g3915037 

577 

2,0e-59 

114 

91 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_2570067_emb_CAA04512__ {AJ001071) second sucrose 
synthase [Pisum sativum] 

284511 

154726_1.R1011 

fC-zmse700838708a4 

BLASTX 

g3201623 

737 

l.Oe-114 

262 

79 

(AC004669) shaggy-like kinase dzeta [Arabidopsis thaliana] 
284512 

154728_1.R1011 
fC-zmse700838708rl 



39678 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284513 

154750_1,R1011 
fC-zmse700838914fl 

284514 

154754_1.R1011 

fC-zmse700839180a4 

BLASTX 

g3850070 

669 

l,0e-72 

209 
65 

(AL033385) transketolase [Schizosaccharomyces pomfoe] 
284515 

154760_1,R1011 

fC-zmse700839356fl 

BLASTX 

g3256035 

899 

4,0e-97 

280 
60 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 

284516 

154769_1.R1011 
fC-zmse700839369rl 

284517 

154776_1.R1011 

fC-zmse700839445al 

BLASTX 

g632736 

581 

7.0e-68 

186 

67 

(S72424) CBP20=pathogen- and wound-inducible antifungal 
protein {clone cbp20-44, pathogen- and wound-inducible} 
[Nicotiana tabacum=tobacco, Samsun NN, leaves. Peptide 
Partial, 208 aa] [Nicotiana tabacum] 

284518 

154788_1.R1011 

fC-zmstl700331867al 

BLASTX 

g2501215 

144 

8.0e-09 

74 

35 

THIOL: DISULFIDE INTERCHANGE PROTEIN TXLA HOMOLOG 
>gi_1653069_dbj_BAA17986 (D90910) thiol : disulfide 



39679 



# 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



interchange protein TrxA [Synechocystis sp,] 
284519 

154789_1.R1011 
fC-zmstl700331867dl 

284520 

154829_1.R1011 
wyr700240470.hl 

284521 

154838_1.R1011 
fC-zmstl700334018rl 

284522 

154880^1. RlOll 
fC-zmst700335861r5 

284523 

154886_1.R1011 
fC-zmst700335931fol 

284524 

154899_1.R1011 

fC-zmstl700336269al 

BLASTX 

g3242728 

402 

3,0e-45 

227 

50 

{AC003040) unknown protein [Arabidopsis thaliana] 
284525 

154914_1.R1011 

xmt700263365,hl 

BLASTX 

g3641836 

803 

6.0e-86 

227 
67 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

284526 

154918_1.R1011 

fC-zmst700336672f4 

BLASTX 

gl817584 

331 

l,0e-30 

185 

42 

{Y08991) adaptor protein [Homo sapiens] 



Seq. No. 



284527 



39680 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



154925__1,R1011 

fC-zmstl700336683al 

BLASTX 

g2129662 

297 

7.0e-27 

147 

42 

ovule-specific homeotic protein homolog A20 - Arabidopsis 
thaliana >gi__1881536 (U37589) A20 [Arabidopsis thaliana] 

284528 

154926_1.R1011 
uC-2mflb73240g08a2 

284529 

154929_1.R1011 

fC-zmst700336806f4 

BLASTX 

g4191774 

492 

9.0e-50 

138 
62 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

284530 

155253_1.R1011 

fC-zmst700455051fl 

BLASTX 

g735882 

433 

6.0e-43 

119 

75 

(L40176) lycopene cyclase [Arabidopsis thaliana] 
284531 

155261_1.R1011 
fC-zmst700455559d2 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



284532 

155305_1.R1011 

tzu700206201.hl 

BLASTX 

g2465925 

322 

4.0e-41 

145 
61 

{AF024649) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

284533 

155328^1. RlOll 
fC-zmst700458854d4 



39681 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5* -most EST 



284534 

155382_1.R1011 

fC-zmst700620845al 

BLASTX 

gl352077 

216 

3.0e-17 

83 
46 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

(EX0-(1— >4) -BETA-D-GALACTANASE) >gi__97 14 8 5_emb_CAA58734 
(X83854) putative beta-galactosidase/galactanase 
[Lycopersicon esculentum] >gi_4138139_emb__CAA10174_ 
(AJ012797) ss-galactosidase [Lycopersicon esculentum] 

284535 

155388_1.R1011 
fC-zmst700620908al 



Seq. No. 
Contig ID 
5 '-most EST 



284536 

155404_1.R1011 
fC-zmst700621333al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



284537 

155422_1.R1011 

fC-zmst700621924al 

BLASTX 

g3201554 

169 

5.0e-12 

47 

66 

(AJ006501) beta-D-glucosidase [Tropaeolum majus] 
284538 

155438__1.R1011 

fC-zmst700621982al 

BLASTX 

g3914371 

487 

4.0e-49 

103 
91 

GLYCEROL- 3 -PHOSPHATE ACYLTRANSFERASE PRECURSOR (GPAT) 
>gi_7 91098_emb_CAA56159_ (X79722) glycerol-3-phosphate 
0-acyltransf erase [Phaseolus vulgaris] 

284539 

155441_1.R1011 
fC-zmst700624316al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



284540 

155454_1.R1011 

fC-zmst700622579al 

BLASTX 

g3979665 



39682 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



306 

l.Oe-27 

128 
49 

{X66482) orf [Arabidopsis thaliana] 
284541 

155466_1.R1011 

fC-zmst700623156dl 

BLASTX 

g3820648 

473 

2.0e-47 

112 

76 

(Y12636) allene oxide synthase [Arabidopsis thaliana] 
284542 

155495_1.R1011 
fC-zmst700624501al 

284543 

155502_1.R1011 
fC-zmst700808322al 



Seq. No. 
Contig ID 
5 '-most EST 



284544 

155506_1.R1011 
fC-2mst700808322r6 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



284545 

155536_1.R1011 
uC-2mflb73122g05al 

284546 

155559_1.R1011 
uC-zmflmol7 043b09al 

284547 

155589_1.R1011 

uC-zmflb73260g09al 

BLASTN 

g2642323 

48 

9.0e-18 

76 

91 

Zea mays profilin (PR04) mRNA, complete cds 
284548 

155591_1.R1011 

uC-zmflb73337cl0al 

BLASTX 

gl730502 

288 

2.0e-25 

144 

45 



39683 



# 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



TRANSMEMBRANE PROTEIN PFT27 >gi__l 10 903_pir ^A31351 probable 

transmembrane protein FT27 - mouse >gi_535682 (M23568) 
transmembrane protein [Mus musculus] 

284549 

155591^2. RlOll 

uC-2mflb731237d08al 

BLASTX 

gl730502 

227 

l.Oe-18 

73 

58 

TRANSMEMBRANE PROTEIN PFT27 >gi_110903_pir ^A31351 probable 

transmembrane protein FT27 - mouse >gi_535682 (M23568) 
transmembrane protein [Mus musculus] 

284550 

155592_1.R1011 

pmx700088534.hl 

BLASTX 

g4581108 

178 

l.Oe-12 

95 

36 

(AC005825) putative chloroplast outer membrane protein 
86, also very similar to GTP-inding protein from pea 
{GB:L36857) [Arabidopsis thaliana] 

284551 

155599_1.R1011 
uC-2mflb73004c06al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



284552 

155605_1.R1011 
uC-zmflb73004d03al 

284553 

155614_1.R1011 
uC-2mflb73189g06al 

284554 

155614_2.R1011 
hvj700624628.hl 

284555 

155627_1.R1011 
uC-zmflb73004g02al 

284556 

155647_1.R1011 
uC-zmflb73148el2al 

284557 

155652_1.R1011 
uC-zmflb730 62g04al 



39684 



11 



Seq. No. 


284558 


Contig ID 


155660_1.R1011 


5 '-most EST 


kem700612242.hl 


Seq. No. 


284559 


Contig ID 


155662 l.RlOll 


5 '-most EST 


uC-zmflmol7 404b04al 


Seq. No. 


284560 


Contig ID 


155668__1.R1011 


5 '-most EST 


uC-zmf Ib73005c09al 


Method 


BLASTX 


NCBI GI 


g3643596 


BLAST score 


334 


E value 


4 . Oe-41 


Match length 


119 


% identity 


68 


NCBI Description 


(AC005395) hypotheti 


Seq. No. 


284561 


Contig ID 


155697 l.RlOll 


5 '-most EST 


uC-zmflmol7357blOal 


Seq. No. 


284562 


Contig ID 


155705 l.RlOll 


5 '-most EST 


uC-zmflb73005g08al 


Method 


BLASTN 


NCBI GI 


g3169011 


BLAST score 


34 


E value 


2.Ge-09 


Match length 


54 


% identity 


91 


NCBI Description 


Hordeum vulgare mRNA 




transporter protein 


Seq. No. 


284563 


Contig ID 


155711 l.RlOll 


5 '-most EST 


uC-zmflmol7391h02al 


Seq. No. 


284564 


Contig ID 


155712 l.RlOll 


5 '-most EST 


uC-zmflb73134d06a2 


Method 


BLASTX 


NCBI GI 


g3063710 


BLAST score 


348 


E value 


l.Oe-32 


Match length 


108 


% identity 


63 


NCBI Description 


(AL022537) putative p 


Seq. No. 


284565 



Contig ID 
5 '-most EST 



155755_1.R1011 
uC-zmflmol7028d09al 



Seq. No. 
Contig ID 



284566 

155763 l.RlOll 



39685 



II 



5 '-most EST 


uC-zmflb73006g02al 


Seq. No. 


284567 


Contig ID 


155787 l.RlOll 


5 '-most EST 


uC-zmflb73106d01al 


Seq. No. 


284568 


Contig ID 


155797 l.RlOll 


5 '-most EST 


uC-zmflmol7189b05al 


Method 


BLASTX 


NCBI GI 


gl346107 


BLAST score 


281 


E value 


3.0e-38 


Match length 


83 


% identity 


99 



NCBI Description GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT >gi_557696 





(U12233) GTP binding protein beta subunit [Zea mays] 


Seq. No. 


284569 






5 '-most EST 


uC-zmfTb73008cllal 


Seq. No. 


284570 


Ponf* i n TV) 


IRRROR 1 R1D11 
±ODOUD ±,r\±\J±X 


5 '-most EST 


uC-zmfIb73082g05a2 


Seq. No. 


284571 




1RRP17 1 "Dimi 


5 '-most EST 


uC-zmfImol7319g07al 


Seq. No. 


284572 


Pon-f- T rr T H 
^vjii L X y ±u 


lOOOl/ Z.KlUll 


5 '-most EST 


uC-zmflmol7395e05al 


Seq. No. 


284573 


Contig ID 


155836__1.R1011 


5 '-most EST 


uC- zmf Imo 17016c06al 


Seq. No. 


284574 


Contig ID 


155848 l.RlOll 


5 '-most EST 


cat700016446.rl 


Seq. No. 


284575 


Contig ID 


155849 l.RlOll 


5 '-most EST 


uC-2mflb73010a05al 


Seq, No. 


284576 


Contig ID 


155869 l.RlOll 


5 '-most EST 


uC-zmflmol7056ellal 


Seq. No. 


284577 


Contig ID 


155873 l.RlOll 


5 '-most EST 


uC-zmrob73044e04al 


Seq. No. 


284578 


Contig ID 


155891 l.RlOll 


5 '-most EST 


uC-zmflb73091al0al 



39686 



Seq. No. 
Contig ID 
5 '-most EST 



284579 

155893_1.R1011 
uC-zmflb73236b09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Natch length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



284580 

155905_1.R1011 

uC-zmflb73009g08a2 

BLASTX 

g3875381 

407 

l.Oe-39 

193 

43 

(Z47808) cDNA EST EMBL:C10289 comes from this gene; cDNA 
EST EMBL:C11909 comes from this gene [Caenorhabditis 
elegans] >gi_387 6933_emb_CAA877 83_ (Z47809) cDNA EST 
EMBL:C10289 comes from this gene; cDNA EST EMBL:C11909 
comes from this gene [Caenorhabditis elegans] 

284581 

155910_1.R1011 
uC-zmflb73010h01al 

284582 

155911_1.R1011 
uC-2mflb73009h05a2 

284583 

155913_1.R1011 
uC-zmflb73009h07a2 

284584 

155979_1.R1011 
tzu700206612.hl 



Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



284585 

155986_1.R1011 
uC-zmflmol7001b09al 

284586 

155989_1.R1011 
uC-zmrob73037d08al 

284587 

155990_1.R1011 
uC-zmflb73011b09al 

284588 

156005_1.R1011 
uC-zmflb73011d06al 

284589 

156011_1.R1011 
uC-zmflb73338e04al 



Seq. No, 



284590 



39687 



# 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



156028_1.R1011 
uC-2mflb73011flOal 

284591 

156029_1.R1011 

uC-zmflb73065hllal 

BLASTX 

g3063457 

176 

l.Oe-12 

43 

81 

(AC003981) F22013.19 [Arabidopsis thaliana] 
284592 

156030_1.R1011 
yne700378508 .hi 

284593 

156035_1.R1011 
uC-zmflb73011g07al 

284594 

156041_1.R1011 
uC-zmflb73011h03al 

284595 

156050_1.R1011 

uC-zmflb73012alla2 

BLASTX 

g2262151 

377 

6,0e-36 

129 

61 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

284596 

156052_1.R1011 
uC-zmrob73058d03al 

284597 

156101_1.R1011 
uC-zmromol7071bllal 

284598 

156106_1.R1011 
uC-zmflb73013d02a2 

284599 

156130_1.R1011 
uC-zmflb73013g0 6a2 

284600 

156135_1.R1011 
uC-zmflb7 3168a03al 



39688 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTN 

gl68535 

64 

2.0e-27 

72 

97 

Zea mays putative thiol protease homolog mRNA, partial cds 
284601 

156152_1,R1011 

uC-zmflb73014b03al 

BLASTX 

g2191127 

396 

2.0e-38 

96 
77 

(AF007269) A_IG002N01.1 gene product 
284602 

156163_1.R1011 
qmh700030330.fl 

284603 

156168_1.R1011 
uC-zmflmol7321fl0al 

284604 

156170_1.R1011 
uC-zmflmol7204e02al 

284605 

156181_1.R1011 
uC-zmflmol7418a05al 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284606 

156203_1.R1011 

uC-zmflb73302f07al 

BLASTN 

g3511235 

36 

l.Oe-10 

60 
90 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



Seq. No. 

Contig ID 
5 '-most EST 



284607 

156215_1.R1011 
uC-zmflmol7241a08al 



Seq. No. 
Contig ID 
5 '-most EST 



284608 

156227_1.R1011 
uC-zmflb73015c08a2 



Seq. No. 
Contig ID 



284609 

156229 l.RlOll 



39689 



5 '-most EST 



ceu700422430.hl 



Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284610 

156230_1.R1011 

uC- zmr omo 17089f08al 

BLASTX 

g3176661 

233 

2.0e-19 

68 

66 

(AC004393) Similar to putative DNA polymerase gta_M29683 
from S. cerevisiae, [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284611 

156257_1.R1011 
uC-zmflmol7 420g03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284612 

156263_1.R1011 

uC-zmflb73015h05a2 

BLASTX 

g3355486 

148 

l.Oe-09 

59 

56 

(AC004218) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284613 

156267_1.R1011 
xdb700338251.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284614 

156280_1.R1011 

uC-zmflmol7104c02al 

BLASTX 

g3695388 

231 

4.0e-19 

92 
49 

(AF096371) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284615 

156302_1.R1011 
uC-zmflb7 3238gl0al 



Seq. No. 

Contig ID 
5 '-most EST 



284616 

156303_1.R1011 
uC-zmromol7026dlOal 



Seq. No. 

Contig ID 
5 '-most EST 



284617 

156306_1.R1011 
uC-2mflb73016e05al 



Seq. No. 



284618 



39690 



Contig ID 
5 '-most EST 



156309_1.R1011 
uC-zmflb73030b04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284619 

156325_1.R1011 

uC-zmflb73299a04al 

BLASTX 

g3925363 

258 

l.Oe-23 

120 

55 

(AF067961) homeodomain protein [Malus domestical 
284620 

156330_1.R1011 
uC-zmflb73240d02a2 



Seq. No. 
Contig ID 
5 '-most EST 



284621 

156333_1.R1011 
uC-zmflb73017a03a2 



Seq. No. 

Contig ID 
5 '-most EST 



284622 

156337_1.R1011 
uC-zmflb73017alla2 



Seq. No. 

Contig ID 
5 '-most EST 



284623 

156339^1. RlOll 
uC-zmflmol7054b01al 



Seq. No. 

Contig ID 
5 '-most EST 



284624 

156358_1.R1011 
uC-zmflb73017d04a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



284625 

156382__1.R1011 

uC-zmrob73017h07al 

BLASTX 

g4538911 

316 

4.0e-29 

111 

57 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
284626 

156392_1.R1011 
uC-zmflb73018al2al 



Seq. No. 

Contig ID 
5 '-most EST 



284627 

156410__1.R1011 
uC-zmflb73018cl2al 



Seq. No. 

Contig ID 
5 '-most EST 



284628 

156413_1.R1011 
uC-zmflb73018d04al 



39691 



Seq. No. 
Contig ID 
5 '-most EST 



284629 

156418_1.R1011 
xdb700341546.hl 



Seq. No. 
Contig ID 
5 '-most EST 



284630 

156423_1.R1011 
uC-zmflb73018e05al 



Seq. No. 
Contig ID 
5 '-most EST 



284631 

156424_1,R1011 
uer700580961.hl 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



284632 

156458_1.R1011 
wty700163047.hl 

284633 

156464_1.R1011 
uC-zmflb73248b04a2 



Seq. No. 

Contig ID 
5 '-most EST 



284634 

156489_1.R1011 
uC-zmflmol7 233a02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284635 

156489_2.R1011 

aC-zmflb73019f01al 

BLASTX 

g4103152 

224 

l.Oe-18 

58 
76 

(AF020716) histidyl-tRNA synthetase 
284636 

156494_1.R1011 
uC-zmflb73019f09al 



[Triticum aestivum] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



284637 

156500_1.R1011 
uC-zmflb73019g05al 

284638 

156506_1.R1011 
uC-zmflb73414hl0al 



Seq. No. 
Contig ID 
5 '-most EST 



284639 

156512_1.R1011 
uC-zmflb73355a05al 



Seq. No, 
Contig ID 
5 '-most EST 



284640 

156513_1.R1011 
uC-zmflb73075b08al 



Seq. No. 

Contig ID 



284641 

156515 l.RlOll 



39692 



5 '-most EST 



uC-zinflb73019hl0al 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284642 

156518_1,R1011 
uC-zmflmol707 6c07al 

284643 

156522_1.R1011 

uC-zmflb73020b01al 

BLASTX 

g3023956 

153 

4,0e-10 

78 

20 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 >gi_607003 
(L28125) beta transducin-like protein [Podospora anserina] 

284644 

156524_1.R1011 

uC-2mflb73155g08al 

BLASTX 

gll72761 

311 

2.0e-28 

97 

61 

ADENYLOSUCCINATE LYASE (ADENYLOSUCCINASE) (ASL) >gi_1573637 
{U32747) adenylosuccinate lyase (purB) [Haemophilus 
influenzae Rd] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284645 

156524_2.R1011 

uC-zmflb73020b04al 

BLASTX 

g2832649 

208 

2.0e-16 

70 
54 

{AL021710) adenylosuccinate lyase 
[Arabidopsis thaliana] 



like protein 



Seq. No, 
Contig ID 
5 '-most EST 



284646 

156532_1.R1011 
uC-zmflb73068d08al 



Seq. No. 
Contig ID 
5 '-most EST 



284647 

156542_1.R1011 
uC- zmf lb7 3020dl0al 



Seq. No, 

Contig ID 
5 '-most EST 



284648 

156552__1.R1011 
uC-zmflmol7264e03a2 



Seq. No. 

Contig ID 



284649 

156552 2, RICH 



39693 



5 '-most EST 



uC-zmflb73068b07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284650 

156555_1.R1011 

uC-zmflb732 4 7h01a2 

BLASTX 

g3204108 

228 

8.0e-19 

63 
70 

(AJ006764) putative deoxycytidylate deaminase [Cicer 
arietinum] 



Seq. No. 
Contig ID 
5 '-most EST 



284651 

156557_1.R1011 
uC-2mflmol7192h02al 



Seq. No. 

Contig ID 
5 '-most EST 



284652 

156566_1.R1011 
uC-zmflb73020g03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284653 

156573_1.R1011 

uC-zmflb73168c08al 

BLASTX 

g3036796 

208 

2.0e-16 

56 
70 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284654 

156574_1.R1011 
uC-zmflb73020h07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284655 

156580_1.R1011 

uC-zmflb73021a01a2 

BLASTX 

g3776005 

174 

2.0e-12 

42 

90 

(AJ010466) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284656 

156618_1.R1011 
uC-zmflmol7 042e0 4al 



Seq. No. 
Contig ID 
5 '-most EST 



284657 

156623_1.R1011 
cat700022073.rl 



39694 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



284658 

156625_1.R1011 
uC-zmflb73022allal 

284659 

156638_1.R1011 
uC-zmflb73022c04al 

284660 

156672_1.R1011 
uC-zmflb73022f09al 

284661 

156681_1.R1011 

uC-zmflb73022gl0al 

BLASTX 

g3913517 

244 

9.0e-21 

64 

75 

3 ' (2 ' ) , 5 ' -BISPHOSPHATE NUCLEOTIDASE 

(3' (2') ,5-BISPHOSPHONUCLEOSIDE 3' ( 2 ' ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi_1109672 (U33283) 3 ' (2 ' ) , 5-diphosphonucleoside 
3' (2') phosphohydrolase [Oryza sativa] 

>gi_1586671_prf 2204308A diphosphonucleoside 

phosphohydrolase [Oryza sativa] 

284662 

156686_1.R1011 
uC-zmflmol7 04 4b03al 

284663 

156702_1.R1011 
cyk700048357.fl 

284664 

156717_1.R1011 
uC-zmflb73023c09al 

284665 

156727_1.R1011 

uC-zmflb73023e02al 

BLASTX 

g3080415 

156 

2.0e-10 

33 

82 

(AL022604) cysteine proteinase-like protein [Arabidopsis 
thaliana] 

284666 

156735_1.R1011 

gct701179031.hl 

BLASTX 



39695 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3286691 
340 

7.0e-32 

83 
72 

(AJ007450) auxilin-like protein [Arabidopsis thaliana] 
284667 

156739__1.R1011 

uC-zmflb73023f07al 

BLASTX 

g2983814 

203 

6.0e-16 

56 

66 

(AE000739) tryptophan synthase beta subunit [Aquifex 
aeolicus] 



Seq. No. 

Contig ID 
5 '-most EST 



284668 

156746_1.R1011 
uC-zmflb73397h04al 



Seq. No. 
Contig ID 
5 '-most EST 



284669 

156759_1.R1011 
uC-zmflmol7244f03al 



Seq. No. 

Contig ID 
5 '-most EST 



284670 

156768_1.R1011 
uC-zmflb73025a09al 



Seq. No. 
Contig ID 
5 '-most EST 



284671 

156772_1.R1011 
uC-zmflmol7 418hllal 



Seq. No. 
Contig ID 
5 '-most EST 



284672 

156772_2.R1011 
uC-zmflb7 3025b03al 



Seq. No. 
Contig ID 
5 '-most EST 



284673 

156804_1.R1011 
uC-zmflb73025e08al 



Seq. No. 
Contig ID 
5 '-most EST 



284674 

156806_1.R1011 
cat700020315.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284675 

156820_1.R1011 

uC-zmflb73025gl0al 

BLASTX 

g3236256 

248 

4.0e-21 

58 

79 

(AC004684) putative zinc finger protein [Arabidopsis 



39696 



thaliana] 



Seq. No. 


284676 


Contig ID 


156823 l.RlOll 


5 '-most EST 


uC-zmflb73288b03al 


Seq. No. 


284677 


Contig ID 


156829 l.RlOll 


5^ -most EST 


uC-zmflb73025h09al 


Seq. No. 


284678 


Contig ID 


156835_1.R1011 


5 -most EST 


mwy / uu4oyDz:7.ni 


Method 


BLASTX 


NCBI GI 


g3367594 


BLAST score 


147 


E value 


4.0e-09 


Match length 


48 


% identity 


58 


NCBI Description 


(AL031135) putative 


Seq. No. 


284679 


Contig ID 


156842_1.R1011 


5 '-most EST 


uC- zmr Imo i /lo4nU4ai 


Method 


BLASTX 


NCBI GI 


g2618702 


BLAST score 


175 


E value 


2 . Oe-15 


Match length 


106 


% identity 


45 


NCBI Description 


(AC002510) unknown 


Seq. No. 


284680 


Contig ID 


156843 l.RlOll 


5 '-most EST 


uC-2mflb73246g04a2 


Seq. No. 


284681 


Contig ID 


156868_1.R1011 


5 '-most EST 


uu— zmxxo /juz /iiiai 


Method 


BLASTX 


NCBI GI 


g4049346 


BLAST score 


146 


E value 


3 . Oe-09 


Match length 


51 


% identity 


55 


NCBI Description 


(AL034567) putative 


Seq. No. 


284682 


Contig ID 


156882 l.RlOll 


5 '-most EST 


uC-zmflb73113el2a2 


Seq. No. 


284683 


Contig ID 


156928 l.RlOll 


5 '-most EST 


uC-zmflb73188fOlal 


Seq, No. 


284684 


Contig ID 


156928_2.R1011 



[Arabidopsis thaliana] 



39697 



5 '-most EST 



uC-zmflitiol7012d05al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284685 

156933_1.R1011 
uC-zmflb73028f04al 

284686 

156937_1.R1011 
xyt700346585.hl 

284687 

156957_1,R1011 
uC-zmflb73029a02al 

284688 

156964_1.R1011 

uC-zmflmol7069e01al 

BLASTX 

g4204303 

177 

8.0e-13 

125 

33 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

284689 

156969_1.R1011 
uC-zmflb73192fl0al 

284690 

156977_1.R1011 

xsy700211755.hl 

BLASTX 

g3341696 

252 

l.Oe-21 

55 

78 

(AC003672) unknown protein [Arabidopsis thaliana] 
284691 

156983_1.R1011 
uC-zmflb73133e08al 

284692 

156985_1.R1011 

uC-zmflb73174b09al 

BLASTX 

g2827715 

214 

4.0e-17 

98 
51 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



39698 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284693 

156989_1.R1011 

uC-2mflmol7024h02al 

BLASTX 

g3738338 

274 

5.0e-24 

111 

47 

(AC00517 0) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284694 

156999_2.R1011 
xdb700339368.hl 



Seq. No, 
Contig ID 
5 '-most EST 



284695 

157009_1.R1011 
uC-zmflmol7194bllal 



Seq. No. 
Contig ID 
5 '-most EST 



284696 

157012_1.R1011 
uC-zmflb73131g05al 



Seq. No. 

Contig ID 
5 '-most EST 



284697 

157013__1.R1011 
ceu700425958.hl 



Seq. No. 
Contig ID 
5 '-most EST 



284698 

157018_1.R1011 
uC-zmflb73369g08al 



Seq. No. 
Contig ID 
5 '-most EST 



284699 

157022_1,R1011 
uC-zmrob73049d02al 



Seq, No. 

Contig ID 
5 '-most EST 



284700 

157023^1. RlOll 
uC-zmflb73114b07a2 



Seq. No. 
Contig ID 
5 '-most EST 



284701 

157032_1.R1011 
uC-zmflb73030b05al 



Seq. No. 

Contig ID 
5 '-most EST 



284702 

157038_1.R1011 
uC-zmflb73062b04al 



Seq. No. 
Contig ID 
5 '-most EST 



284703 

157069_1.R1011 
uC-zmflmol7365gl0al 



Seq. No. 
Contig ID 
5 '-most EST 



284704 

157073_1.R1011 
tfd700575229.hl 



Seq. No. 



284705 



39699 



Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



157081_1.R1011 
uC-zmflb73030g07al 

284706 

157087_1.R1011 

uC-zmflb73416bllal 

BLASTX 

g2642443 

224 

3.0e-18 

152 

39 

(AC002391) putative cytochrome P450 [Arabidopsis thaliana] 
284707 

157089__1.R1011 
uC-zmflb73193g07al 

284708 

157090_1.R1011 

uC-zmflb73030hllal 

BLASTX 

g2190553 

337 

l.Oe-31 

103 
60 

(AC001229) Strong similarity to Arabidopsis 
zeta-crystallin-like protein (gb_Z4 9268) . [Arabidopsis 
thaliana] 

284709 

157096_1.R1011 
cat700020855.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



284710 

157108_1.R1011 

uC-zmflb73106d02al 

BLASTX 

g4512705 

178 

l.Oe-12 

119 

46 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

284711 

157129_1.R1011 
uC-zmflb73031e05al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



284712 

157145_1,R1011 

uC-zmflmol7033d08al 

BLASTN 

g2113846 



39700 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-41 

204 
86 

Hordeum vulgare mRNA for hypothetical protein, partial, 
clone WL5 



Seq. No. 
Contig ID 
5 '-most EST 



284713 

157153_1,R1011 
ntr700072295.hl 



Seq. No. 

Contig ID 
5 '-most EST 



284714 

157178_1.R1011 
uC-zmflb73148fl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



284715 

157180_1.R1011 

uC-2mflb73032d03al 

BLASTX 

g2129825 

177 

7.0e-13 

43 
81 

dynamin-like protein phragmoplastin 12 
>gi_1217994 (U25547) SDL [Glycine max] 

284716 

157194_1.R1011 
vux700160135.hl 



soybean 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284717 

157197_1.R1011 

uC-zmflb73170c04b2 

BLASTX 

g2194119 

199 

3.0e-15 

66 
55 

(AC002062) No definition line found [Arabidopsis thaliana] 
284718 

157198_1.R1011 
uC-zmflb73032g06al 

284719 

157226_1.R1011 

uC-zmflmol7183dl0al 

BLASTX 

g4558556 

321 

9.0e-30 

108 
62 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 



39701 



Seq, No. 


284720 


Contig ID 


157239 l.RlOll 


5 '-most EST 


uC-zmflmol7 321e01al 


Seq. No. 


284721 


Contig ID 


157240 l.RlOll 


5 '-most EST 


uC-zmflmol7239b04al 


Seq. No. 


284722 


Contig ID 


157245_1.R1011 


5 '-most EST 


uC-zmflmol7222g01al 


Seq. No. 


284723 


Contig ID 


157261 l.RlOll 


5 '-most EST 


uC-zmflb73035bllal 


Seq, No. 


284724 


Contig ID 


157273 l.RlOll 


5 '-most EST 


uer700582064 .hi 


Seq. No. 


284725 


Contig ID 


157336 l.RlOll 


5 '-most EST 


uC-zmflmol7 323dl0al 


Method 


BLASTX 


NCBI GI 


g2443857 


BLAST score 


194 


E value 


1. Oe-14 


Match length 


50 


% identity 


72 


NCBI Description 


(U79961) vacuolar S' 


Seq. No. 


284726 


Contig ID 


157339 l.RlOll 


5 ' -most EST 


uC-zmflb73039e08a2 


Method 


BLASTX 


NCBI GI 


g3341693 


BLAST score 


261 


E value 


l.Oe-22 


Match length 


80 


% identity 


61 


NCBI Description 


(AC003672) unknown ] 


Seq. No. 


284727 


Contig ID 


157346 l.RlOll 


5 '-most EST 


uer700581310.hl 


Method 


BLASTX 


NCBI GI 


g3242709 


BLAST score 


145 


E value 


4.0e-09 


Match length 


70 


% identity 


40 


NCBI Description 


{AC003040) putative 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284728 

157378_1.R1011 
uC-zmflb73040g04al 



39702 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g729230 

418 

7,0e-41 

96 
8 3 

CHROMOSOME SEGREGATION PROTEIN CUTS >gi_1076872_pir S51622 

cut3 protein - fission yeast (Schizosaccharomyces pombe) 
>gi_603501_dbj_BAA06454_ (D30788) cut3 protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



284729 

157384_1.R1011 
uC-zmflmol7023d01al 

284730 

157392_1.R1011 

uC-zmflb73042b05a2 

BLASTN 

g312178 

80 

4.0e-37 

133 
50 

Z.mays GapC2 gene 
284731 

157394_1.R1011 
uC-zmflb73042b08a2 

284732 

157405_1.R1011 
uC-zmflb73042d01a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284733 

157416_1.R1011 

uC-zmflmol7 4 20gllal 

BLASTX 

g3928091 

257 

5.0e-22 

75 

60 

(AC005770) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284734 

157431_1.R1011 

uC-zmflb73137c08al 

BLASTN 

g2735839 

69 

2.0e-30 

200 
84 

Sorghum bicolor ADP-glucose pyrophosphorylase subunit SH2, 
transcriptional regulator, NADPH-dependent reductase Al-a 
and NADPH-dependent reductase Al-b genes, complete cds 



39703 



Seq. No* 
Contig ID 
5 '-most EST 



284735 

157446_1.R1011 
uC-zmflmol7018a08al 



Seq. No. 
Contig ID 
5 '-most EST 



284736 

157498_1.R1011 
uC-zmflb73045c04a2 



Seq. No. 

Contig ID 
5 '-most EST 



284737 

157499_2.R1011 
uC-zmflb73200g04al 



Seq. No. 
Contig ID 
5 '-most EST 



284738 

157505_1.R1011 
wyr700235670.hl 



Seq. No. 
Contig ID 
5 '-most EST 



284739 

157516_1.R1011 
uwn700281709.hl 



Seq. No. 

Contig ID 
5 '-most EST 



284740 

157525_1.R1011 
uC-zmflb73212fllal 



Seq. No. 
Contig ID 
5 '-most EST 



284741 

157532_1.R1011 
uC-zmflmol7 019el0al 



Seq. No. 

Contig ID 
5 '-most EST 



284742 

157537_1.R1011 
uC-zmflb73045g05a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284743 

157537_2.R1011 

uC-zmflb73417b03al 

BLASTX 

gl729876 

367 

8.0e-35 

143 

54 

T-COMPLEX PROTEIN 1, 



THETA SUBUNIT ( TCP-l-THETA) 



(CCT-THETA) {KIAA0002) 



Seq. No. 

Contig ID 
5 '-most EST 



284744 

157547_1.R1011 
uC-zmflb73045h09a2 



Seq, No. 

Contig ID 
5 '-most EST 



284745 

157569__1.R1011 
uC-zmflb7 3051a02a2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



284746 

157570_1.R1011 

uC-zmflb73051a03a2 

BLASTX 



39704 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g419760 
256 

6.0e-22 

60 
82 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_eirib_CAA43646__ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284747 

157580_1.R1011 
uC-zmflb73051b08a2 



Seq. No. 

Contig ID 
5 '-most EST 



284748 

157616_1.R1011 
uC-zmflb73128el2al 



Seq. No. 
Contig ID 
5 '-most EST 



284749 

157635_1.R1011 
uC-zmflb73299g08al 



Seq. No. 
Contig ID 
5 '-most EST 



284750 

157640_1.R1011 
uC-zmflb73051hlla2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284751 

157643_1.R1011 

uer700579012.hl 

BLASTX 

gl723125 

147 

4 .Oe-09 

56 
54 

HYPOTHETICAL 27. 
>gi_1001604_dbj 



8 KD PROTEIN SLL0194 

BAA10232 (D64000) hypothetical protein 



[Synechocystis sp. ] 



Seq. No. 

Contig ID 
5 '-most EST 



284752 

157658_1.R1011 
uC-zmflb73350g01al 



Seq. No. 

Contig ID 
5 '-most EST 



284753 

157660_1.R1011 
uC-2mflb73057c01a2 



Seq. No. 

Contig ID 
5 '-most EST 



284754 

157668_1.R1011 
uC-zmflb73057clla2 



Seq. No. 
Contig ID 
5 '-most EST 



284755 

157676_1.R1011 
uC-zmromol7111gl2al 



Seq. No. 

Contig ID 
5 '-most EST 



284756 

157687_1.R1011 
uC-zmflb73057e07a2 



39705 



Seq. No. 


ZO 4 / 0 / 


Contig ID 


157694 l.RlOll 


5^ -most EST 


uC-zmflmol7024e05al 


Seq. No. 


Zo 4 I DO 


Contig ID 


157699 l.RlOll 


5 '-most EST 


uC-zmflb73226gl2al 


Seq. No. 


284759 


Contig ID 


157700 l.RlOll 


5^ -most EST 


uC-zmflb73057fl2a2 


Seq. No. 


284760 


Contig ID 


157709 l.RlOll 


5 '-most EST 


uC-zmflmol7023hllal 


■i\yr 4- Vi 

Metnoa 




NCBI GI 


g3290006 


BLAST score 


302 


E value 


l.Oe-27 


Match length 


53 


% identity 


98 


NCBI Description 


(U82201) pathogenes 


Seq. No. 


284761 


Contig ID 


157711 l.RlOll 


5 '-most EST 


gct701171049.hl 


Method 


BLASTX 


NCBI GI 


g3249065 


BLAST score 


261 


E value 


2.0e-22 


Match length 


64 


% identity 


77 


NCBI Description 


(AC004473) Similar 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284762 

157731_1.R1011 
uC-zmflb73059b03a2 



Seq. No. 
Contig ID 
5 '-most EST 



284763 

157747_1.R1011 
uC-zmflb73059cl2a2 



Seq. No. 

Contig ID 
5 '-most EST 



284764 

157753_1.R1011 
clt700041557.fl 



Seq. No. 

Contig ID 
5 '-most EST 



284765 

157758_1.R1011 
clt700044623.fl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



284766 

157788_1.R1011 

uC-zmflb73059h03a2 

BLASTX 



39706 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl769898 
411 

3.0e-40 

141 

55 

(Y08010) 



lectin receptor kinase [Arabidopsis thaliana] 



284767 

157791_1.R1011 
uC-zmflb73059h06a2 

284768 

157796_1.R1011 

uC-zmflb73061a02a2 

BLASTX 

g2505874 

173 

2.0e-12 

41 

78 

(Y12776) putative kinase [Arabidopsis thaliana] 
284769 

157801_1.R1011 
uC-zmflb73061a07a2 

284770 

157866_1.R1011 
uC-zmflb73061h08a2 

284771 

157867_1.R1011 
uC-zmrob73055e04al 

284772 

157896_1.R1011 
wty700165740.hl 

284773 

157901_1.R1011 
uC-zmflb73062e06al 

284774 

157914_1.R1011 
uC-zmflb73062g01al 

284775 

157918_1.R1011 

uC-zmflb73164a02al 

BLASTX 

g4503037 

166 

l.Oe-11 

56 
46 

UNKNOWN >gi_3550343 (AF084523) cellular repressor of 
ElA-stimulated genes CREG [Homo sapiens] 



39707 



Seq. No. 

Contig ID 
5* -most EST 



284776 

157922_1.R1011 
uC-zmflb73062hl0al 



Seq. No. 
Contig ID 
5 '-most EST 



284777 

157925_1.R1011 
uC-zmflmol7324fl2al 



Seq. No. 
Contig ID 
5 '-most EST 



284778 

157971_1.R1011 
uC- zmf lb7 30 64a0 la2 



Seq. No. 
Contig ID 
5 '-most EST 



284779 

157992_1.R1011 
uC-zmflb73326d06al 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



284780 

157998_1.R1011 

uC-zmflmol7 056dllal 

BLASTX 

gl00916 

440 

l.Oe-43 

83 
100 

protein kinase (EC 2, 
( fragment) 

284781 

158006_1.R1011 
uC-zmflmol7114h04al 



7.1.37) cdc2 homolog B - maize 



Seq. No. 

Contig ID 
5 '-most EST 



284782 

158013_1,R1011 
uC-zmflmol7206e01al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



284783 

158028_1,R1011 
uC- zmf lb7 3064g02a2 

284784 

158035_1,R1011 

uC-zmflb73064gl2a2 

BLASTX 

g4455338 

183 

2.0e-13 

40 

82 

(AL035525) putative protein [Arabidopsis thaliana] 
284785 

158038_1.R1011 
hbs701182983.hl 



Seq. No. 



284786 



39708 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



158059_1.R1011 
wyr700240752.hl 

284787 

158062_1.R1011 
uC-zmflmol7427fl0al 

284788 

158065_1.R1011 
xdb700340357.hl 

284789 

158066__1.R1011 

uC-zmromol7104cl0al 

BLASTX 

g2499115 

175 

2,0e-12 

82 
44 

VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 

284790 

158075_1.R1011 
uC-zmflb73065ellal 

284791 

158088_1.R1011 
uC-zmflb73065h03al 

284792 

158090_1.R1011 
uC-zmflb73250h03a2 

284793 

158093_1.R1011 
qmh700026437.fl 

284794 

158097_1.R1011 
cyk700050118.fl 

284795 

158109_1.R1011 
uC-zmflb73262f03a2 

284796 

158113__1.R1011 
cat700018675.rl 

284797 

158130_1.R1011 
uC-zmflb73066e09al 



Seq. No. 
Contig ID 



284798 

158132 l.RlOll 



39709 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73066f01al 

BLASTX 

gl552379 

160 

9.0e-ll 

48 

58 

(Y08155) pectin methylesterase [Silene latifolia ssp. alba] 
284799 

158133_1,R1011 

uC-zmflb73066f02al 

BLASTX 

g3510251 

171 

4.0e-12 

47 

62 

(AC005310) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284800 

158148_1.R1011 
uC-zmflb73172g04al 



Seq. No. 
Contig ID 
5 '-most EST 



284801 

158170_1.R1011 
uC-zmflb73067c03al 



Seq. No. 
Contig ID 
5 '-most EST 



284802 

158198_1.R1011 
uC-zmflb73067f01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



284803 

158207_1.R1011 

uC-zmflmol7250dllal 

BLASTX 

g2827651 

186 

7.0e-14 

68 

24 

{AL021637) putative protein [Arabidopsis thaliana] 
284804 

158236_1.R1011 

uC-zmflb73068bl2al 

BLASTX 

g3128189 

243 

l.Oe-20 

61 
67 

{AC004521) putative beta-glucosidase [Arabidopsis thaliana] 
284805 

158239_1.R1011 
uC-zmflb73068c02al 



39710 



Method BLASTX 

NCBI GI g2739371 

BLAST score 569 

E value 8.0e-59 

Match length 139 

% identity 78 

NCBI Description (AC002505) unknown protein [Arabidopsis thaliana] 

Seq. No. 284806 

Contig ID 158251_1 . RlOll 

5 '-most EST uC-zmf Ib73068dl0al 

Seq. No. 284807 

Contig ID 158252_1 . RlOll 

5 '-most EST uC-zmf Ib73131e02b2 

Seq. No. 284808 

Contig ID 158255_1 . RlOll 

5 '-most EST uC-zmromol7010h06al 

Seq. No. 284809 

Contig ID 158265_1 . RlOll 

5'-most EST uwh700207248 . hi 

Method BLASTX 

NCBI GI g3128173 

BLAST score 419 

E value 4,0e-41 

Match length 120 

% identity 69 

NCBI Description {AC004521) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 284810 

Contig ID 158267_1 . RlOll 

5 '-most EST uC-zmrob73022bO 9al 

Seq. No. 284811 

Contig ID 158267_2 . RlOll 

5'-most EST piiix700088429 .hi 

Method BLASTX 

NCBI GI gl652942 

BLAST score 295 

E value 2.0e-26 

Match length 197 

% identity 38 

NCBI Description (D90909) extragenic suppressor [Synechocystis sp.] 

Seq. No. 284812 

Contig ID 158274_1 . RlOll 

5 '-most EST uC-zmf lb7327 9g08a2 

Seq. No. 284813 

Contig ID 158275_1 . RlOll 

5 '-most EST uC-zmf Ib73068g08al 

Seq. No. 284814 

Contig ID 158276_1 . RlOll 

5 '-most EST uC-zmf Ib73102a03al 



39711 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID - 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



284815 

158278_1.R1011 
yne700378548.hl 

284816 

158285_1.R1011 
uC-zmflb73068hl0al 

284817 

158288_1.R1011 
uC-zmflb73350h09al 

284818 

158331_1.R1011 

uC-zmrob73002fllal 

BLASTX 

gl946372 

273 

5.0e-24 

98 

56 . , 

(093215) yeast hypothetical protein YDB1_SCHP0 isolog 

[Arabidopsis thaliana] 
284819 

158342_1.R1011 

uC-zmflmol7277el2al 

BLASTX 

gl651862 

155 

3.0e-10 

56 
48 

(D90900) lysine decarboxylase [Synechocystis sp.] 
284820 

158360_1.R1011 
gct701168804.hl 

284821 

158428_1.R1011 

uC-zmflmol7127c09al 

BLASTX 

g3377509 

437 

2.0e-63 
133 

92 . ^ 

(AF056027) auxin transport protein REHl [Oryza satxva] 

284822 

158441_1.R1011 

uC-zmflb73074allal 

BLASTX 

g3176664 

497 



39712 



E value 
Match length 
% identity 
NCBI Description 



3.0e-50 

150 

62 

(AC004393) Contains similarity to beta scruin gb_Z47541 
from Limulus polyphemus . ESTs gb_T04493 and gb_AA585955 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284823 

158445_1.R1011 
vux700160753.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284824 

158451_1.R1011 

uC-zmflb7 3074c0 6al 

BLASTX 

g3510255 

206 

3.0e-16 

50 

82 

{AC005310) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284825 

158461_1.R1011 
uC-zmflb73074d07al 



Seq. No. 
Contig ID 
5 '-most EST 



284826 

158474_1.R1011 
uC-zmflb73129g06al 



Seq. No. 

Contig ID 
5 '-most EST 



284827 

158519_1.R1011 
uC-zmflmol7241c08al 



Seq. No. 
Contig ID 
5 '-most EST 



284828 

158529_1.R1011 
uC-zmflb73273gl0al 



Seq. No. 

Contig ID 
5 '-most EST 



284829 

158551_1.R1011 
uC-zmflb73354f05al 



Seq. No. 
Contig ID 
5 '-most EST 



284830 

158551_2.R1011 
uC-zmromol7025e08al 



Seq. No. 
Contig ID 
5 '-most EST 



284831 

158560_1,R1011 
uC-zmflb73075g04al 



Seq. No. 
Contig ID 
5 '-most EST 



284832 

158561_1.R1011 
uC-zmflb73075g05al 



Seq. No. 
Contig ID 
5 '-most EST 



284833 

158561_2.R1011 
xmt700258322.hl 



39713 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3023377 

239 

2.0e-20 

53 
85 

LOW-TEMPERATURE INDUCED PROTEIN BLTlOl (SALT-STRESS INDUCED 

HYDROPHOBIC PEPTIDE ESI3) >gi_629776_pir S40406 bltlOl 

protein - barley >gi_439273_emb_CAA80984_ (Z25537) 54 amino 
acids [Hordeum vulgare] >gi_551068_gb_AAA21847 . 1_ (U00966) 
salt-stress induced hydrophobic peptide [Elytrigia 
elongata] 



Seq. No. 
Contig ID 
5 '-most EST 



284834 

158563_1.R1011 
uer700580916.hl 



Seq. No. 

Contig ID 
5 '-most EST 



284835 

158565__1.R1011 
uC-zmflb73075gllal 



Seq. No. 

Contig ID 
5 '-most EST 



284836 

158565_2.R1011 
hbs701183606.hl 



Seq. No. 
Contig ID 
5 '-most EST 



284837 

158565_3.R1011 
tzu700202143.hl 



Seq. No. 
Contig ID 
5 '-most EST 



284838 

158575_1.R1011 
hbs701185792.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284839 

158578_1.R1011 

uC-zmflb73129bl2al 

BLASTX 

glll7780 

163 

3.0e-ll 

72 
57 

(D49367) 4-coumarate:CoA ligase [Lithospermum 
erythrorhizon] 



Seq. No. 

Contig ID 
5 '-most EST 



284840 

158601_1.R1011 
uC-zmflb73077d05al 



Seq, No. 

Contig ID 
5 '-most EST 



284841 

158603_1.R1011 

uC- zmf Imo 17428dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



284842 

158625_1.R1011 
uC-zmflb73077g04al 



39714 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284843 

158640_1.R1011 

uC-zmflb73078b07al 

BLASTX 

gl707015 

340 

9.0e-32 

127 

53 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284844 

158642_1.R1011 
uC-zmflmol7153e04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284845 

158654_1.R1011 

ceu700431690.hl 

BLASTX 

g2191187 

179 

l.Oe-12 

104 

41 

(AF007271) contains similarity to a 
[Arabidopsis thaliana] 



DNAJ-like domain 



Seq. No. 

Contig ID 
5 '-most EST 



284846 

158660_1.R1011 

xyt700342601.hl 

BLASTX 

g3641868 

276 

3.0e-24 

92 

60 

(AJ011012) hypothetical protein [Cicer arietinum] 
284847 

158665_1.R1011 

uC-zmflb73078e03al 

BLASTX 

g3461814 

205 

2.0e-31 

131 

56 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
284848 

158667__1.R1011 
uC-zmflb73078e05al 



Seq. No. 

Contig ID 
5 '-most EST 



284849 

158693_1.R1011 
uC-zmflmol7425e09al 



39715 



# 



Seq. No. 

Contig ID 
5 '-most EST 



284850 

158701_1.R1011 
fdz701161280.hl 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



284851 

158739_1.R1011 
uC-zmflb73080g05al 

284852 

158759_1.R1011 
pwr700449923.hl 

284853 

158760_1.R1011 
uC-zmflb7 3273cl0al 



Seq. No. 
Contig ID 
5 '-most EST 



284854 

158767_1.R1011 
uC-zmflmol7 059dl2al 



Seq. No. 
Contig ID 
5 '-most EST 



284855 

158772_1.R1011 
uC-zmflb73082c06a2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284856 

158777_1.R1011 
xdb700337730.hl 

284857 

158800_1.R1011 

uC-zmflmol7058c08al 

BLASTX 

g2104534 

284 

2.0e-25 

97 
58 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
284858 

158831_1.R1011 
uC-zmflb73149f09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



284859 

158833_1.R1011 

uC-zmflb73326d08al 

BLASTX 

g4522008 

249 

4.0e-21 

109 

44 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
284860 

158849 l.RlOll 



39716 



® 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



uC-zmflmol7156f04al 

BLASTX 

g3928085 

231 

5.0e-22 
79 
65 

{AC005770) 



unknown protein [Arabidopsis thaliana] 



284861 

158852_1.R1011 

uC-zmromol7011c02al 

BLASTX 

g4336747 

168 

8.0e-12 

79 
47 

(AF104924) unconventional myosin heavy chain [Zea mays] 
284862 

158855_1.R1011 
uC-zmflb73246fl2a2 



Seq. No. 

Contig ID 
5 '-most EST 



284863 

158875_1.R1011 
uC-zmflb73309b09al 



Seq. No. 

Contig ID 
5 '-most EST 



284864 

158880_1.R1011 
tfd700572384.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



284865 

158882_1.R1011 

cat700016258.rl 

BLASTX 

g3047114 

298 

l.Oe-26 

124 

48 

(AF058919) No definition line found [Arabidopsis thaliana] 
284866 

158885_1.R1011 
uC-zmflb73085b04al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



284867 

158890_1.R1011 
uC-zmrob73033g02al 

284868 

158903_1.R1011 
uC-zmflmol7 367al2al 



Seq. No. 

Contig ID 



284869 

158921 l.RlOll 



39717 



# 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 



uC-zmflmol7211dl0al 
284870 

158921_2.R1011 

uC-zmflmol7223cl0al 

BLASTN 

gl519252 

44 

2.0e-15 

48 

98 

Oryza sativa GF14-d protein mRNA, complete cds 



284871 

158922_2.R1011 
uC-zmflb73085f08al 

284872 

158965_1.R1011 

uC-zmflb73337a09al 

BLASTX 

g3372671 

188 

4.0e-14 

54 

63 

(AF061286) gamma-adaptin 1 
284873 

159019_1.R1011 
uC-zmflb73089e07al 

284874 

159021_1.R1011 
cat700017112.rl 

284875 

159035_1.R1011 
uC-zmflb73090a02a2 

284876 

159050_1.R1011 

uC-zmflb73090b08a2 

BLASTN 

g517492 

37 

2.0e-ll 

57 
91 

2. Mays Zm38 gene, intron 
284877 

159069_1.R1011 
uC-zmflb73178a08al 



[Arabidopsis thaliana] 



284878 

159069 2.R1011 



39718 



5 '-most EST 



xyt700346590.hl 



Seq, No. 
Contig ID 
5 '-most EST 



284879 

159071_1.R1011 
uC-zmflmol7117c01al 



Seq. No. 

Contig ID 
5 '-most EST 



284880 

159072__1.R1011 
uC-zmflb73090dlla2 



Seq. No. 
Contig ID 
5 '-most EST 



284881 

159087_1.R1011 
uC-zmflb73090f07a2 



Seq. No. 

Contig ID 
5 '-most EST 



284882 

159096_1.R1011 
uC-zmflb73090g06a2 



Seq. No. 

Contig ID 
5 '-most EST 



284883 

159098__1.R1011 
uC-zmflb73189allal 



Seq. No. 

Contig ID 
5 '-most EST 



284884 

159106_1.R1011 
uC-zmflb73306a08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



284885 

159107_1.R1011 

uC-zmflb73305f01al 

BLASTX 

g3763921 

235 

2.0e-19 

67 
69 

(AC004450) putative pirin protein [Arabidopsis thaliana] 
284886 

159128_1,R1011 
uC-zmflb7 3091cl0al 



Seq. No. 

Contig ID 
5 '-most EST 



284887 

159133_1.R1011 
uC-zmflb732 08a03a2 



Seq. No. 

Contig ID 
5 '-most EST 



284888 

159137_1.R1011 
uC-zmflb73387d01al 



Seq. No. 

Contig ID 
5 '-most EST 



284889 

159151__1.R1011 
uC-zmflb73092a02al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



284890 

159156_1.R1011 

uC-zmflb73092b04al 

BLASTX 



39719 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



g2244965 
202 

2.0e-15 

80 
55 

(297340) unnamed protein product [Arabidopsis thaliana] 
284891 

159182_1.R1011 

uC-zmflb73125h02al 

BLASTX 

g3643085 

216 

2.0e-22 

106 

61 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

284892 

159188_1.R1011 

uC-zmflb73092f09al 

BLASTX 

g4204793 

330 

l.Oe-30 

117 

25 

{U52079) P-glycoprotein [Solanum tuberosum] 
284893 

159202_1.R1011 

uC-zmflb73093allal 

BLASTX 

g4587575 

300 

3.0e-27 

78 
67 

(AC006550) Belongs to PF_01121 Uncharacterized protein 
family UPF0038 containing ATP/GTP binding domain. ESTs 
gb_AA585719; gb_AA728503 and gb_T22272 come from this gene. 
[Arabidopsis thaliana] 

284894 

159243_1.R1011 

uC-zmflb73094h03al 

BLASTN 

g3057119 

34 

2.0e-09 

98 

84 

Zea mays starch synthase DULLl (dulll) mRNA, complete cds 
284895 

159248 l.RlOll 



39720 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7047el2al 

BLASTX 

g3123130 

301 

4.0e-27 

97 

61 

HYPOTHETICAL 61.8 KD TRP-ASP REPEATS CONTAINING PROTEIN 
T32G6.2 IN CHROMOSOME II >gi_2618685 (AC002510) putative 
small nuclear ribonucleoprotein Prp4p [Arabidopsis 
thaliana] >gi_3241948 (AC004625) putative small nuclear 
ribonucleoprotein Prp4p [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284896 

159261_1.R1011 
uC-zmflb73094al2al 



Seq. No. 
Contig ID 
5 '-most EST 



284897 

159286_1.R1011 
uC-zmflb73094dllal 



Seq. No. 
Contig ID 
5 '-most EST 



284898 

159308_1,R1011 
uC-zmflb73094g09al 



Seq. No. 
Contig ID 
5 '-most EST 



284899 

159318_1.R1011 
uC-zmflb73094hllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284900 

159320_1,R1011 

uC-zmflb7 3095a02al 

BLASTX 

g3327389 

204 

6.0e-16 

52 

79 

{AC004483) putative DNA replication licensing factor, mcm5 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284901 

159322_1.R1011 
uC-zmflb73116g09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284902 

159331_1.R1011 

cat700020651.rl 

BLASTX 

g4531442 

159 

l.Oe-lG 

38 
74 

{AC006224) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



284903 



39721 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159340_1.R1011 

uC-zmromol7102dl0al 

BLASTX 

g731707 

229 

9.0e-19 

80 
51 

SETl PROTEIN >gi_62664 7_pir S48961 hypothetical protein 

YHR119W - yeast (Saccharomyces cerevisiae) >gi_529135 
(U00059) Setlp [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 
5 '-most EST 



284904 

159340_2.R1011 
uC-zmflb73150f09al 



Seq. No. 
Contig ID 
5 '-most EST 



284905 

159345_1.R1011 
uC-zmflb73095d02al 



Seq. No. 
Contig ID 
5 '-most EST 



284906 

159354_1.R1011 
uC-zmflmol7168d05al 



Seq. No. 
Contig ID 
5 '-most EST 



284907 

159360_1.R1011 
cat700018250.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284908 

159371_1.R1011 

uC-zmflb73280b05al 

BLASTX 

g3935183 

246 

7.0e-21 

93 

49 

(AC004557) F17L21.26 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284909 

159377_1.R1011 
uC-zmflmol7 371b05al 



Seq. No. 

Contig ID 
5 '-most EST 



284910 

159380__1.R1011 
uC-zmflb73401h03al 



Seq. No. 

Contig ID 
5 '-most EST 



284911 

159381__1.R1011 
uC-zmflb73096a05al 



Seq. No. 

Contig ID 
5 '-most EST 



284912 

159383_1.R1011 
uC-zmflmol7427c03al 



Seq. No, 

Contig ID 



284913 

159385 l.RlOll 



39722 



5 '-most EST 



uC-zmflb73149e04al 



Seq. No. 

Contig ID 
5 '-most EST 



284914 

159390_1.R1011 
uC-zmflb73414d04al 



Seq. No. 

Contig ID 
5 '-most EST 



284915 

159408_1.R1011 
uwc700155947.hl 



Seq. No. 

Contig ID 
5 '-most EST 



284916 

159431_1.R1011 
uC-zmflb73159bl0a2 



Seq. No. 
Contig ID 
5 '-most EST 



284917 

159453_1.R1011 
uC-zmflb73274d03al 



Seq. No. 

Contig ID 
5 '-most EST 



284918 

159461_1.R1011 
uC-zmflb73101a08al 



Seq. No. 

Contig ID 
5 '-most EST 



284919 

159468__1.R1011 
fdz701161260.hl 



Seq. No. 

Contig ID 
5 '-most EST 



284920 

159536_1.R1011 
uC-zmflb73105a06al 



Seq. No. 

Contig ID 
5 '-most EST 



284921 

159554_1.R1011 
uC-zmflb73224f07al 



Seq. No. 

Contig ID 
5 '-most EST 



284922 

159558_1.R1011 
uC-zmflb73105cl2al 



Seq. No. 

Contig ID 
5 '-most EST 



284923 

159560_1.R1011 
uC-zmflb73105d03al 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284924 

159565_1.R1011 

wty700166940.hl 

BLASTX 

gl34034 

248 

5.0e-21 

60 

77 

30S RIBOSOMAL PROTEIN S30, CHLOROPLAST PRECURSOR (CS-S5) 
(CS5) (S22) (RIBOSOMAL PROTEIN 1) (PSRP-1) 

>gi_279640_pir R3SPS5 ribosomal protein CS-S22 precursor, 

chloroplast - spinach >gi_12316_emb_CAA41960_ (X59270) 
chloropiast ribosomal protein S22 [Spinacia oleracea] 
>gi_18031_emb_CAA334 03_ {X15344) spinach S22 r-protein 



39723 



[Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284925 

159566__1.R1011 

xjt700093478.hl 

BLASTX 

g2130139 

975 

l.Oe-106 

183 
99 

hypothetical protein - maize >gi__94 9980_emb_CAA61258_ 
(X88779) orf [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



284926 

159568_1.R1011 
uC-zmflmol7 365b04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284927 

159594_1.R1011 

uC-zmflb73108c07al 

BLASTN 

gl92760 

173 

l.Oe-92 

283 
90 

Mouse lens alpha-A-crystallin mRNA, 



end 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284928 

159629_1.R1011 

uC-zmflb73106c09al 

BLASTX 

g4415916 

356 

8.0e-34 

112 

57 

(AC006282) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284929 

159641_1.R1011 
uC-zmflb73106dl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284930 

159646_1.R1011 

uC-zmflb73106e05al 

BLASTX 

g2896801 

226 

2.0e-18 

119 
41 

(AC004155) ERCC4 MOUSE [Mus musculus] 



Seq. No. 



284931 



39724 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159658_1.R1011 

uC-2mflb73106f07al 

BLASTX 

g3378650 

410 

7.0e-40 

124 

65 

(X97606) abscisic acid activated [Medicago sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



284932 

159659_1.R1011 
uC-zmflitiol7194c08al 



Seq. No. 

Contig ID 
5 '-most EST 



284933 

159660_1.R1011 
uC-zmflb73106f09al 



Seq. No. 

Contig ID 
5 '-most EST 



284934 

159662_1.R1011 
uC-zmflb73106fllal 



Seq. No. 
Contig ID 
5 '-most EST 



284935 

159717_1.R1011 
uC-zmflb73210h04al 



Seq. No. 

Contig ID 
5 '-most EST 



284936 

159718_1.R1011 
uC-zmflb73107d03a2 



Seq. No. 
Contig ID 
5 '-most EST 



284937 

159724_1.R1011 
uC-zmflb73107e01a2 



Seq. No. 
Contig ID 
5 '-most EST 



284938 

159726_1.R1011 
xdb700337594.hl 



Seq. No, 

Contig ID 
5 '-most EST 



284939 

159738_1.R1011 
uC-zmflb73107f08a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284940 

159746_1.R1011 

uC-zmflb73110e04al 

BLASTX 

g3421413 

306 

9.0e-48 

111 

85 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 



Seq. No. 

Contig ID 



284941 

159746 2.R1011 



39725 



5 '-most EST 



uC-zmflinol7156a09al 



Seq. No. 
Contig ID 
5* -most EST 



284942 

159747_1.R1011 
uC-zmflmol742 4cl2al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



284943 

159759_1.R1011 
cjh700193315.hl 

284944 

159777_1.R1011 
uC-zmflb73108bl0al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284945 

159832__1.R1011 
uC-zmflmol7054gllal 

284946 

159858_1.R1011 

dhd700198072.hl 

BLASTX 

g2979562 

251 

2.0e-21 

76 
64 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi_3386623 (AC004665) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284947 

159863__1.R1011 
uC-zmflb73109hllal 



Seq. No. 

Contig ID 
5 '-most EST 



284948 

159885_1.R1011 
uC-zmflb73110c07al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



284949 

159889_1.R1011 
uC-zmflmol7212g08al 

284950 

159903_1.R1011 
ypc700801782.hl 

284951 

159916_1,R1011 
uC-zmflb73110f09al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 



284952 

159922_1.R1011 
uC-zmflb7 3110g04al 

284953 

159924 l.RlOll 



39726 



5 '-most EST 



uC-zmflb73110g06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284954 

159928_1.R1011 

uC-zmflb73110gl2al 

BLASTX 

g2944040 

583 

2.0e-60 

123 
89 

(AF048900) indeterminate spikelet 1 [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



284955 

159942_1.R1011 
cat700019549.rl 



Seq. No. 
Contig ID 
5 '-most EST 



284956 

159943_1.R1011 
jfc700968592.hl 



Seq. No. 

Contig ID 
5 '-most EST 



284957 

159973_1.R1011 
uC-zmflb73404gl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284958 

159987_1.R1011 

uC-zmflb73379fl2al 

BLASTX 

gl929998 

171 

3,0e-12 
67 
48 

{U77463) 
vulgar e] 



NADPH-dependent HC-toxin reductase [Hordeum 



Seq. No. 
Contig ID 
5 '-most EST 



284959 

159988_1.R1011 
uC-zmflmol7213f09al 



Seq. No. 

Contig ID 
5 '-most EST 



284960 

159989_1.R1011 
uC-zmflmol708 9d07al 



Seq. No. 

Contig ID 
5 '-most EST 



284961 

160022__1.R1011 
uC-zmflb73240f09a2 



Seq. No. 

Contig ID 
5 '-most EST 



284962 

160026_1.R1011 
uC-zmflb73112e02al 



Seq. No. 
Contig ID 
5 '-most EST 



284963 

160032_1.R1011 
uC-zmflmol7334dllal 



39727 



Seq. No. 


284964 


Contig ID 


160033 l.RlOll 


5 '-most EST 


uC-zmflb73112el2al 


Method 


BLASTX 


NCBI GI 


g424 yjoo 


BLAST score 


507 


E value 


2.0e-51 


Match length 


117 


% identity 


/ y 


NCBI Description 


(AC005966) T2K10.11 [Arabidopsis thaliana] 


Seq. No. 


284965 


Contig ID 


IbUUoo i.KlUll 


5 '-most EST 


uC-zmfTb73112h07al 


Seq. No. 


284966 


Contig ID 


160056 l.RlOll 


5 '-most EST 


uC-zmflb73305gllal 


Seq. No. 


284967 


Contig ID 


160072 l.RlOll 


5 '-most EST 


uC-zmflmol7130h03al 


Method 


BLASTX 


NCBI GI 


gzo44 oby 


BLAST score 


243 


E value 


3.0e-20 


Match length 


93 


% identity 


49 


NCBI Description 


(AC002388) unknown protein [Arabidopsis thali( 


Seq. No. 


284968 


Contig ID 


160078 l.Rlull 


5 '-most EST 


cat700021387.rl 


Seq. No. 


284969 


Contig ID 


160080 l.RlOll 


5 '-most EST 


uC-zmflmol7266a07al 


Seq. No. 


284970 


Contig ID 


160084 l.RlOll 


5 '-most EST 


uC-zmflmol7155e03al 


Method 


BLASTX 


NCBI GI 


g3342249 


BLAST score 


211 


E value 


l.Oe-16 


Match length 


128 


% identity 


47 


NCBI Description 


(AF04//iy) GAo [AraJoiaopsis unaxianaj ^gi_oo^ 


(AF047720) GA3 [Arabidopsis thaliana] 


Seq. No. 


284971 


Contig ID 


160097 l.RlOll 


5 '-most EST 


uC-zmflmol7318b02al 


Seq. No. 


284972 


Contig ID 


160098 l.RlOll 


5 '-most EST 


uC-zmflb73271e07al 
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# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284973 

160104__1,R1011 

ntr700071916.hl 

BLASTX 

g729944 

225 

2.0e-18 

81 

48 

POLLEN ALLERGEN ZEA M 1 (ZEA M I) >gi_478272_pir JC1524 

major allergen ml protein - maize >gi_293902 (L14271) Zea 
ml [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



284974 

160109_1.R1011 
uC-zmflmol7264f07a2 



Seq. No. 
Contig ID 
5 '-most EST 



284975 

160145_1.R1011 
uC-zmflb73114c09a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284976 

160150_1.R1011 

uC-2mflb73389cl2al 

BLASTX 

g2213594 

239 

6.0e-20 

62 

63 

(AC000348) T7N9.14 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



284977 

160155_1.R1011 
uC-zmflb73157g04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284978 

160173_1.R1011 

uC-zmflmol7180b02al 

BLASTX 

g2961380 

259 

3.0e-22 

76 

64 

(AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



284979 

160213_1.R1011 
uC-zmflmol7362fllal 



Seq. No. 

Contig ID 
5 '-most EST 



284980 

160216_1.R1011 
uC-zmflb73115e04al 



Seq. No. 



284981 



,39729 







5 '-most EST 


uC-zmfIb73115el0al 


Seq. No. 


284982 


Contig ID 


160242 l.RlOll 


5 '-most EST 


uC-zmflb73333d01al 


Seq. No. 


284983 


Contig ID 


160251 l.RlOll 


5 '-most EST 


uC-zmflb73210hllal 


Method 


BLASTX 


NCBI GI 


g2129854 


BLAST score 


281 


E value 


l.Oe-30 


Match length 


130 


% identity 


54 



NCBI Description early nodulin 8 precursor - alfalfa >gi_304037 (L18899) 







early nodulin [Medicago sativa] 




Seq. No. 

Contig ID 
5 '-most EST 


284984 

160252 l.RlOll 
uC-2mflmol72 63dl2a2 




Seq. No. 

Contig ID 
5 '-most EST 


284 985 

160258 l.RlOll 
uC-zmflmol7223f04al 


o 


Seq. No. 

Contig ID 
5 '-most EST 


284986 

160259 l.RlOll 
uC-zmflb73228g04al 


y 


Seq. No. 

Contig ID 
5 '-most EST 


284987 

160264 l.RlOll 
uC-zmflmol7135g03al 




Seq. No. 
Contig ID 
5 '-most EST 


284988 

160272 l.RlOll 
uC-zmflmol7023h06al 




Seq. No. 

Contig ID 
5 '-most EST 


284989 

160279 l.RlOll 
uC-zmflb73116d07al 




Seq. No. 
Contig ID 
5 '-most EST 


284990 

160281 l.RlOll 
uwc700154728.hl 




Seq. No. 
Contig ID 
5 '-most EST 


284991 

160306 l.RlOll 
uC-zmflb73116gl0al 




Seq. No. 

Contig ID 
5 '-most EST 


284992 

160307 l.RlOll 
uC-zmflb73116gllal 




Seq. No. 

Contig ID 


284993 

160311_1.R1011 
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5 '-most EST 



uC-zmflb73116h03al 



Seq, No. 
Contig ID 
5 '-most EST 



284994 

160323_1.R1011 
uC-zinflb73117a09al 



Seq. No. 

Contig ID 
5 '-most EST 



284995 

160331_1.R1011 
uC-zmflb73117b08al 



Seq. No. 

Contig ID 
5 '-most EST 



284996 

160335_1.R1011 
uC-zmfib73117c03al 



Seq. No. 
Contig ID 
5 '-most EST 



284997 

160363_1.R1011 
uC-zmflb73117f05al 



Seq. No. 

Contig ID 
5 '-most EST 



284998 

160376_1.R1011 
uC-zmflb73117gl0al 



Seq. No. 

Contig ID 
5 '-most EST 



284999 

160378_1.R1011 
uC-zmflb73117h02al 



Seq. No. 
Contig ID 
5 '-most EST 



285000 

160390_1.R1011 
uC-zmflb73119a04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285001 

160391_1.R1011 

wen700336687.hl 

BLASTX 

g3482908 

162 

2.0e-ll 

78 
55 

(AC005551) R26529_2, partial CDS [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



285002 

160403_1.R1011 
uC-zmflb73119c03al 



Seq. No. 

Contig ID 
5 '-most EST 



285003 

160406_1.R1011 
uC-zmflb73119c06al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



285004 

160410_1,R1011 

uC-zmflb73119cl0al 

BLASTX 

g2833373 

227 

l.Oe-18 
56 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



77 

DNA-3-METHYLADENINE GLYCOSIDASE ( 3-METHYLADENINE DNA 
GLYCOSYLASE) >gi_429157_emb_CAA53763_ (X76169) 
3-methyladenine glycosylase [Arabidopsis thaliana] 



285005 

160452__1.R1011 

tfd700575190.hl 

BLASTX 

g2809251 

242 

2,0e-20 

112 
44 

{AC002560) F21B7, 



20 [Arabidopsis thaliana] 



285006 

160459_1.R1011 

uC-zmflb73242c04al 

BLASTX 

g4455278 

148 

2.0e-09 

99 

34 

(AL035527) hypothetical protein [Arabidopsis thaliana] 
285007 

160460_1.R1011 
uC-2mromol7111gl0al 

285008 

160477_1.R1011 
uC-zmflb73243gl2al 

285009 

160481_1.R1011 
uC-zmflb73120a09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285010 

160485_1.R1011 

uC-zmflb73120b02al 

BLASTX 

g2262158 

355 

l.Oe-33 

129 

57 

(AC002329) putative mitochondrial phosphate translocator 
protein [Arabidopsis thaliana] 

285011 

160495_1.R1011 
uC-zmflb73345d07a2 



Seq. No. 

Contig ID 



285012 

160501 l.RlOll 



39732 



5 '-most EST 



uC-zmflinol7240e09al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285013 

160526_1,R1011 
uC-zmflb73191g08al 

285014 

160531_1.R1011 
uC-zmflb73214al0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285015 

160541_1.R1011 

uC-zmflb731215c03al 

BLASTX 

g2737882 

180 

4.0e-13 

96 
41 

(U46014) polyphenol oxidase [Saccharum sp.] 
285016 

160546_1.R1011 
uC-zmflmol7 363e04al 



Seq. No. 
Contig ID 
5 '-most EST 



285017 

160558_1.R1011 
uC-zmflb731215e08al 



Seq. No. 

Contig ID 
5 '-most EST 



285018 

160561_1.R1011 
uC-zmflmol7335h02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285019 

160563_1.R1011 

uC-zmflb73214f03al 

BLASTX 

g2660677 

382 

l.Oe-36 

129 
61 

(AC002342) unknown protein [Arabidopsis thaliana] 
285020 

160567_1.R1011 
uC-zmflb73130e03al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



285021 

160586__1.R1011 

uC-zmflb731216al0al 

BLASTX 

g2435514 

214 

4.0e-17 
51 

78 
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NCBI Description (AF024504) Similar to serine/threonine protein kinase; 

coded for by A. thaliana cDNA T20930; coded for by A. 
thaliana cDNA T43472 [Arabidopsis thaliana] 





Seq. No. 


285022 






Contig ID 


160591 l.RlOll 






5 '-most EST 


uC-zmflb731216c03al 






Seq. No. 


285023 






Contig ID 


160618 l.RlOll 






5 '-most EST 


cat700018649.rl 






Method 


BLASTX 






NCBI GI 


g4559381 






BLAST score 


282 






E value 


6.0e-25 






Match length 


76 






% identity 


71 


protein [Arabidopsis thaliana] 




NCBI Description 


(AC006526) hypothetical 




Seq. No. 


285024 






Contig ID 


160619 l.RlOll 






5 '-most EST 


uC-zmflb73216fl2b2 






Seq. No. 


285025 




Q 


Contig ID 


160656 l.RlOll 






5 '-most EST 


uC-zmflb73121al2b2 




Cn 


Method 


BLASTX 






NCBI GI 


g2232017 






BLAST score 


249 






E value 


3.0e-21 




O 


Match length 


51 






% identity 


96 






NCBI Description 


(U95953) viviparous- 14 


[Zea mays] 




Seq. No. 


285026 






Contig ID 


160657 l.RlOll 






5 '-most EST 


uC-zmflb73121b01al 






Seq. No. 


285027 






Contig ID 


160725 l.RlOll 






5 '-most EST 


xdb700341581.hl 






Seq. No. 


285028 






Contig ID 


160726 l.RlOll 






5 '-most EST 


uC-zmflb73160hl0al 






Seq. No. 


285029 






Contig ID 


160730 l.RlOll 






5 '-most EST 


uC-zmflb73247b01b3 






Seq. No. 


285030 






Contig ID 


160744 l.RlOll 






5 '-most EST 


pmx700081990.hl 






Method 


BLASTX 






NCBI GI 


g3757523 






BLAST score 


457 






E value 


l.Oe-45 





39734 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



117 
72 

(AC005167; 



putative transportin [Arabidopsis thaliana] 



285031 

160758_1.R1011 
uC-zmflb73246c04a2 



Seq. No. 

Contig ID 
5 '-most EST 



285032 

160769_1.R1011 
uC-zmflb73121h08al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285033 

160770_1.R1011 
uC-zmflb73121h08b2 

285034 

160779_1.R1011 

uC-zmflb73122a02al 

BLASTX 

g4220537 

406 

2.0e-39 

100 

74 

{AL035356) PsRT17-l like protein [Arabidopsis thaliana] 
285035 

160830_1.R1011 
uC-zmflb73122d01al 



Seq. No. 
Contig ID 
5 '-most EST 



285036 

160830_2.R1011 
uC-zmflmol7391e01al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285037 

160842_1.R1011 
uC-zmflmol7158h07al 

285038 

160853_1.R1011 

gct701174174.hl 

BLASTX 

g2982301 

193 

2.0e-14 

69 
49 

(AF051235) YGLOlOw-like protein [Picea mariana] 
285039 

160854_1.R1011 
ntr700072777.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285040 

160865_1.R1011 
uC-zmflb73288h02al 



39735 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g3695392 

177 

8.0e-13 

57 
53 

(AF096371) No definition line found [Arabidopsis thaliana] 
285041 

160873_1.R1011 
uC-zmflb73122f04al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285042 

160876_1.R1011 
gct701172303.hl 

285043 

160877_1.R1011 

xdb700340033.hl 

BLASTX 

g4490294 

784 

l.Oe-83 

185 
79 

(AL035678) WD-repeat protein-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285044 

160881_1.R1011 
uC-zmflb73122f08al 



Seq. No. 

Contig ID 
5 '-most EST 



285045 

160895__1.R1011 
xsy700211478.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285046 

160897_1.R1011 
xsy700217249.hl 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285047 

160909_1.R1011 

nbm700468303.hl 

BLASTX 

g3880026 

148 

2.0e-09 

49 

47 

(Z75550) Similarity with Schizosaccharomyces hypothetical 
gene {TREMBL ID G847708); cDNA EST EMBL:M89418 comes from 
this gene [Caenorhabditis elegans] 

285048 

160943_1.R1011 
uC-zmflmol7 031e07al 



39736 



Seq, No. 


285049 






5 '-most EST 


cat700019370.rl 


Seq. No. 


285050 


Contig ID 


160950 l.RlOll 


5 '-most EST 


uC-zraflmol7321cl2al 


Seq. No. 


285051 


Contig ID 


160958 l.RlOll 


5 '-most EST 


uC-zmflmol7123g05al 


Method 


BLASTN 


NCBI GI 


g22245 


BLAST score 


93 


E value 


9.0e-45 


Match length 


121 


% identity 


94 



NCBI Description Zea mays DNA for cin4 element (showing homology to reverse 
transcriptase) 

285052 

160966_1.R1011 
uC-zmflb731234bl2al 

285053 

160982_1.R1011 
uC-2mflmol7133c04al 

285054 

160992_1.R1011 
wyr700240621.hl 

285055 

161032_1,R1011 
uC-zmflb731237c09al 

285056 

161044_1.R1011 
cat700019514.rl 

285057 

161061_1.R1011 
uC-zmflmol7 364e06al 

285058 

161072_1.R1011 
nbm700467724.hl 

285059 

161092__2.R1011 
ymt700222751.hl 

285060 

161119_1.R1011 
uC-zmflb73124b03al 

285061 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 



39737 



Contig ID 
5 '-most EST 



161127_1.R1011 
uC-zmflb73124bl2al 



Seq. No. 
Contig ID 
5 '-most EST 



285062 

161133_1.R1011 
uC-zmflb73124c07al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285063 

161147_1.R1011 
uC-zmflb73207gl2al 

285064 

161165__1.R1011 

ypc700801648.hl 

BLASTX 

g2244772 

320 

l.Oe-40 

120 

71 

(Z97335) transport protein [Arabidopsis thaliana] 
285065 

161171_1.R1011 
uC-zmflmol7052h09al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285066 

161172__1.R1011 
uC-zmflb73124g07al 

285067 

161174_1.R1011 
uC-zmflmol7009a08al 



Seq. No. 

Contig ID 
5 '-most EST 



285068 

161176_1.R1011 
uC-zmflb73124h02al 



Seq. No. 
Contig ID 
5 '-most EST 



285069 

161184_1.R1011 
uC-2mflmol7107d04al 



Seq. No. 

Contig ID 
5 '-most EST 



285070 

161186_1.R1011 
uC-2mflb73125a02al 



Seq. No. 
Contig ID 
5 '-most EST 



285071 

161191_1.R1011 
uC-2mflb73125a06al 



Seq. No. 

Contig ID 
5 '-most EST 



285072 

161192_1.R1011 
uC-zmfib73125a07al 



Seq. No. 

Contig ID 
5 '-most EST 



285073 

161196_1.R1011 
uC-zmflb73125a09al 



39738 



Seq. No. 
Contig ID 
5 '-most EST 



285074 

161197_1.R1011 
uC-zmflb73125a09b2 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285075 

161206_1.R1011 
ymt700221989.hl 

285076 

161236_1,R1011 

dyk700103010.hl 

BLASTX 

g3786009 

208 

2.0e-16 

61 
70 

(AC005499) unknown protein [Arabidopsis thaliana] 
285077 

161274_1.R1011 
uC-zmflb73125el2b2 



Seq. No. 
Contig ID 
5 '-most EST 



285078 

161279_1.R1011 
xdb700338635.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285079 

161296_1.R1011 
uC-zmflmol7322c06al 



Seq. No. 

Contig ID 
5 '-most EST 



285080 

161296_3.R1011 
uC-zmflb73372h03al 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



285081 

161309_1.R1011 

uC-zmflb73125gllal 

BLASTX 

g2129753 

228 

l.Oe-18 

57 
74 

threonine synthase 
thaliana (fragment) 



(EC 4.2.99.2) precursor - Arabidopsis 
>gi__1448917 (L41666) threonine synthase 



[Arabidopsis thaliana] 
285082 

161325_1.R1011 

uC-zmflmol7316d09al 

BLASTX 

g2105137 

149 

2.0e-09 
49 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



67 

(U66876) ADP-glucose pyrophosphorylase large subunit 
[Hordeum vulgare] 

285083 

161343_1.R1011 
uC-zmflmol7075g08al 

285084 

161344_1.R1011 

uC- zmf Imo 1 7 0 5 6b0 6a 1 

285085 

161413_1.R1011 

uC- zmf lb7 3127a07b2 

BLASTX 

g3242717 

507 

2.0e-51 

130 
75 

(AC003040) putative APG protein [Arabidopsis thaliana] 
285086 

161418_1.R1011 

uC-zmflb73127b01b2 

BLASTX 

g4263695 

150 

2.0e-09 

154 

29 

(AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 



285087 

161436_1.R1011 

pmx700088385.hl 

BLASTX 

g2408073 

259 

3.0e-22 

83 
60 

(Z99167) chromodomain helicase 
285088 

161438_1.R1011 
nbm700471623.hl 



[Schizosaccharomyces pombe] 



285089 

161445_1.R1011 
nbm700469003.hl 

285090 

161450_1.R1011 
wty700164054.hl 



39740 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285091 

161496__1.R1011 

cyk700049596.fl 

BLASTX 

g2979555 

150 

8.0e-10 

100 

31 

{AC003680) unknown protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5^ -most EST 



285092 

161498_1.R1011 
uC-zmflmol7403g08al 



Seq. No, 
Contig ID 
5 '-most EST 



285093 

161502_1.R1011 
xdb700341541.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285094 

161508_1.R1011 
uC-zmflb73128a06al 



Seq. No. 
Contig ID 
5 '-most EST 



285095 

161530_1.R1011 
uC-zmflb73128cl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285096 

161534_1.R1011 

uC-zmflb73128d04al 

BLASTX 

gl001708 

151 

l.Oe-09 

47 

55 

(D64004) NifS [Synechocystis sp.] 



Seq, No. 
Contig ID 
5 '-most EST 



285097 

161548_1.R1011 
uC-zmflb73128f03al 



Seq. No. 

Contig ID 
5 '-most EST 



285098 

161552_1,R1011 
uC-zmflb73128f08al 



Seq. No. 
Contig ID 
5 '-most EST 



285099 

161559_1.R1011 
uC-zmflb73128g04al 



Seq. No. 

Contig ID 
5 '-most EST 



285100 

161586_1.R1011 
uC-zmflmol7057g08al 



Seq. No. 

Contig ID 



285101 

161652 l.RlOll 
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5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



uC-zmflmol7334a07al 
285102 

161658_1.R1011 
uC-zmflb73175e03a2 

285103 

161679_1.R1011 
uC-zmflb73305gl2al 

285104 

161712_1.R1011 

nbm700473479.hl 

BLASTX 

gll71642 

251 

2.0e-21 

93 

51 

PROBABLE SERINE/THREONINE-PROTEIN KINASE NAK 

>gi_48120 6_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 

285105 

161732_1.R1011 

uC-zmflb73130e03b2 

BLASTX 

g4206196 

342 

5.0e-32 

171 

45 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
285106 

161767_1.R1011 
uC-zmflb73360bl0al 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



285107 

161778_1.R1011 
uC-zmflb73130gllal 

285108 

161782_1.R1011 
uC-zmflb73130h07al 

285109 

161783_1.R1011 
uC-zmflb732 60dl0al 

285110 

161812__1,R1011 

uwc700154034,hl 

BLASTX 

g3047114 

187 
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E value 


6.0e-14 


Match length 


52 


% identity 


69 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana 


Seq, No. 


285111 


Contig ID 


161860 l.RlOll 


5 » -most EST 


fwa700099317.hl 


Method 


BLASTX 


NCBI GI 


gz / oUoz / 


BLAST score 


329 


E value 


l.Oe-30 


Match length 


79 


% identity 


A A 

44 


NCBI Description 


(AC002130) F1N21.12 [Arabidopsis thaliana] 


Seq. No. 


285112 


Contig ID 


Iblooo l.KiUll 


5 '-most EST 


uC-zmflb73131f03al 


Seq. No. 


285113 


Contig ID 


161914 l.RlOll 


5 '-most EST 


uC-zmflb73131h02al 


Seq. No. 


285114 


Contig ID 


161917 l.RlOll 


5 '-most EST 


uC-zmflb73131h04al 


Method 


BLASTX 


NCBI GI 


g385yo /U 


BLAST score 


231 


E value 


3.0e-19 


Match length 


58 


% identity 


83 


NCBI Description 


(AF098753) unknown [Oryza sativa] 


Seq. No. 


285115 


Contig ID 


161931 l.RlOll 


5 '-most EST 


uC-zmrob7 3024d04al 


Method 


BLASTX 


NCBI GI 


g4zU4zoo 


BLAST score 


247 


E value 


4.0e-21 


Match length 


89 


% identity 


55 


NCBI Description 


(AC004146) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


285116 


Contig ID 


161933 l.RlOll 


5 '-most EST 


uC-zmflb73132al0al 


Seq. No. 


285117 


Contig ID 


161934 l.RlOll 


5 '-most EST 


uC-zmflb73132a06al 


Method 


BLASTX 


NCBI GI 


g3133287 


BLAST score 


258 


E value 


l.Oe-25 
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Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



95 
65 

(AF020203) stearoyl-ACP desaturase [Pelargonium x hortorum] 
285118 

161943_1.R1011 
dyk700102563.hl 

285119 

161944_1.R1011 
uC-zmflmol7245fl2al 



Seq. No. 

Contig ID 
5 '-most EST 



285120 

161954_1.R1011 
uC-zmflb73132cllal 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285121 

161961__1.R1011 
uC-zmflmol7337ellal 

285122 

161962_1.R1011 
uC-zmflb73300e05al 



Seq. No. 

Contig ID 
5 '-most EST 



285123 

161969_1.R1011 
uC-zmflb73132e08al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285124 

161979_1.R1011 
uC-zmflb73132fl0al 

285125 

162003_1.R1011 

pmx700086168.hl 

BLASTX 

g629670 

279 

l.Oe-24 

79 
63 

hypothetical protein 
285126 

162006_1.R1011 
uC-zmflmol7020e04al 



tomato 



Seq. No. 

Contig ID 
5 '-most EST 



285127 

162006_2.R1011 
uC-zmflb73250clla2 



Seq. No. 
Contig ID 
5 '-most EST 



285128 

162008_1.R1011 
uC-zmflb73417c02al 



Seq, No. 
Contig ID 



285129 

162029 l.RlOll 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73133hl2al 

BLASTX 

g4467095 

181 

3,0e-13 

39 
92 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



285130 

162041_1.R1011 
uC-zmflb73133h09al 



Seq. No. 
Contig ID 
5 '-most EST 



285131 

162049_1.R1011 
uC-zmflb73134a08a2 



Seq. No. 
Contig ID 
5 '-most EST 



285132 

162065^1. RlOll 
uC-zmflmol7263h05a2 



Seq. No. 

Contig ID 
5 '-most EST 



285133 

162069_1.R1011 
xdb700341847.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285134 

162103_1,R1011 
uC-zmflb73163c05al 



Seq. No. 

Contig ID 
5 '-most EST 



285135 

162112_1.R1011 
uC-zmflb73135d04b2 



Seq. No. 
Contig ID 
5 '-most EST 



285136 

162116_1.R1011 
uC-zmflb7 3163d08al 



Seq. No. 
Contig ID 
5 '-most EST 



285137 

162137_1,R1011 
pmx700090523.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285138 

162147_1.R1011 

uC-zmflb73135g08b2 

BLASTX 

g3327110 

175 

2.0e-12 

159 

32 

(AB014548) KIAA0648 protein [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



285139 

162148_1.R1011 

uC-zmflb73135g09b2 

BLASTX 

g4584257 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



448 

2-,0e-44 

104 

79 

{Y18472) SINA2p [Vitis vinifera] 
285140 

162159_1.R1011 
uC-zmflb73163hl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285141 

162164_1.R1011 
uC-2mflmol7427h06al 



Seq. No. 
Contig ID 
5 '-most EST 



285142 

162173_1.R1011 
uC-zmflmol7396cl2al 



Seq. No. 
Contig ID 
5 '-most EST 



285143 

162182_1.R1011 
uC-zmflb73136c02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285144 

162198_1.R1011 

dyk700103168.hl 

BLASTX 

g4581164 

237 

7,0e-20 

145 

41 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
285145 

162199_1.R1011 

uC-zmflmol7069c02al 

BLASTX 

g4038034 

308 

3.0e-28 

71 
80 

(AC005936) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



285146 

162217_1.R1011 
uC-zmflb73136f06al 



Seq. No. 

Contig ID 
5 '-most EST 



285147 

162219_1,R1011 
uC-zmflb73136f08al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



285148 

162247_1.R1011 
gct701174288.hl 
BLASTX 
g2832643 
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BLAST score 


181 


E value 


2.0e-13 


Match length 


80 


% identity 


55 


NCBI Description 


{AL021710) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


285149 


Contig ID 


162269 l.RlOll 


5 '-most EST 


uC-zmflb73137cllal 


Seq. No. 


285150 


Contig ID 


162287 l.RlOll 


5 '-most EST 


uC-zmflmol7319e03al 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


346 


E value 


O.Oe+00 


Match length 


454 


% identity 


94 


NCBI Description 


Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 


(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 




protein, polyprotein, and copia protein genes, complete 




cds; and unknown genes 


Seq. No. 


285151 


Contig ID 


162313 l.RlOll 


5 '-most EST 


uC-zmflmol7391ellal 


Seq. No. 


285152 


Contig ID 


162327 l.RlOll 


5 '-most EST 


uC-zmflb73308d02al 


Method 


BLASTX 


NCBI GI 


g2589162 


BLAST score 


189 


E value 


3.0e-14 


Match length 


60 


% identity 


67 


NCBI Description 


(D88451) aldehyde oxidase [Zea mays] 


Seq. No. 


285153 


Contig ID 


162352 l.RlOll 


5 '-most EST 


uC-zmflmol7 425gl2al 


Method 


BLASTX 


NCBI GI 


g3877256 


BLAST score 


167 


E value 


2.0e-ll 


Match length 


104 


% identity 


40 


NCBI Description 


(Z50177) similar to lipase [Caenorhabditis elegans] 


Seq. No. 


285154 


Contig ID 


162353 l.RlOll 


5 '-most EST 


uC-zmflb73146a05a2 


Seq. No. 


285155 


Contig ID 


162359 l.RlOll 


5 '-most EST 


uC-zmflmol7203dl2al 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



285156 

162364_1.R1011 
uC-zmflmol7223b03al 

285157 

162389_1.R1011 

uC-zmflb73308a03al 

BLASTX 

g2370232 

199 

2.0e-15 

39 

90 

(AJ001341) putative acyl-CoA oxidase [Hordeum vulgare] 
285158 

162395_1.R1011 
uC-zmflb73146f01a2 

285159 

162404_1.R1011 

uC- zmf lmol7 0 3 7 f 0 8 a 1 

285160 

162429_1.R1011 

uC-zmfimol7215f02al 

BLASTX 

g2194119 

145 

3.0e-09 

30 

63 

(AC002062) No definition line found [Arabidopsis thaliana] 
285161 

162436_1.R1011 

uC-zmflb73148g09al 

BLASTN 

g575425 

72 

2.0e-32 

126 

91 

Z.mays mRNA for sugar-starvation induced protein 
285162 

162467_1.R1011 
uC-zmflmol7 058c09al 

285163 

162469_1.R1011 

uC-zmflb73148ellal 

BLASTX 

g3559935 

287 

l.Oe-25 



39748 



• 



Match length 

% identity 

NCBI Description 



94 
57 

(AJ005253) ClpP protease [Mus musculus] 

>gi_4454289_einb_CAA09966_ (AJ012249) ClpP protease [Mus 
musculus ] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285164 

162503_1.R1011 
uC-zmflb73149a07al 

285165 

162523_1.R1011 

uC-zmflb73149cl2al 

BLASTX 

g2459435 

142 

6.0e-09 

38 

71 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285166 

162538_1.R1011 
uC-zmflb73149e06al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285167 

162555_1.R1011 
uC-zmflb7314 9g03al 

285168 

162578_1.R1011 
uC-zmflb73150allal 



Seq. No. 
Contig ID 
5 '-most EST 



285169 

162584_1.R1011 
uC-zmflb73150b08al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285170 

162588^1. RlOll 
uC-zmflb73150c02al 

285171 

162589_1.R1011 

uC-zmflb73150c03al 

BLASTX 

gl617219 

145 

3.0e-09 

41 

68 

(X99301) CPD photolyase [Arabidopsis thaliana] >gi_29B4707 
(AF053365) type II CPD photolyase PHRl [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



285172 

162619 l.RlOll 
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5 '-most EST 



uC-zmflb73150gl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285173 

162622_1.R1011 

uC-zmflb73150h03al 

BLASTN 

g609261 

40 

4.0e-13 

108 
84 

S.cereale (cv. Halo) 
285174 

162634_1,R1011 
uC-zmflb73279a06a2 



mRNA for triosephosphate isomerase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285175 

162642_1.R1011 

uC-2mflb73151b04a2 

BLASTX 

g2982434 

167 

2.0e-ll 

75 
45 

(AL022224) putative protein [Arabidopsis thaliana] 
285176 

162654_1.R1011 

uC-zmflb73151c09a2 

BLASTX 

gll67955 

177 

8.0e-13 

75 
51 

(U43497) putative 32,7 kDa j asmonate-induced protein 
[Hordeum vulgare] >gi_2465428 (AF021257) 32 kDa protein 
[Hordeum vulgare] 

285177 

162664_1.R1011 

uC-zmflb73243e07al 

BLASTX 

g3738312 

244 

l.Oe-20 

83 

63 

(AC005309) hypothetical protein [Arabidopsis thaliana] 
285178 

162668_1.R1011 
uC-zmflb73301c06al 



Seq. No. 



285179 



39750 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162671_1.R1011 

uC-zmflb73151e03a2 

BLASTN 

gl68641 

76 

l.Oe-34 

137 

89 

Maize Mu transposable element MRS-A 



Seq. No. 

Contig ID 
5 '-most EST 



285180 

162685_1.R1011 
uC-zmflb73151f07a2 



Seq. No. 
Contig ID 
5 '-most EST 



285181 

162691_1.R1011 
uC-zmflb73151g02a2 



Seq. No. 
Contig ID 
5 '-most EST 



285182 

162695_1,R1011 
uC-zmflb73151g05a2 



Seq. No. 
Contig ID 
5 '-most EST 



285183 

162712_1.R1011 
uC-zmflb73151h09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285184 

162716_1.R1011 

uC-zmflb73158hl0al 

BLASTX 

g2688842 

258 

5.0e-22 

85 
55 

(AF004830) serine palmitoyltransferase LCB2 subunit 
[Cricetulus griseus] 



Seq. No, 
Contig ID 
5 '-most EST 



285185 

162725_1.R1011 
uC-zmflmol7240f05al 



Seq. No. 

Contig ID 
5 '-most EST 



285186 

162734_1.R1011 
uC-zmflb73152bl2al 



Seq. No. 

Contig ID 
5 '-most EST 



285187 

162746_1.R1011 
uC-zmflmol7319a03al 



Seq. No. 

Contig ID 
5 '-most EST 



285188 

162750_1.R1011 
uC-zmflb73152e08al 



Seq. No. 
Contig ID 
5 '-most EST 



285189 

162760_1.R1011 
uC-zmflb73152g02al 



39751 



Method 


BLASTN 




y z z fi / / 


BLAST score 


74 


E value 


2.0e-33 


Match length 


82 


% identity 


y o 


NCBI Description 


Z.mays ruq-st transposon 


Seq. No. 


285190 


Contig ID 


ibZoiy l.KlUli 


5 '-most EST 


uC-zmflb73154ellal 


Seq. No. 


285191 


Contig ID 


IdZoZo l.KlUll 


5 '-most EST 


cat700020390,rl 


Seq. No. 


285192 


Contig ID 


162847 l.RlOll 


5 '-most EST 


uC-zmflb73154h06b2 


Seq. No. 


285193 


Contig ID 


162885 l.RlOll 


5 '-most EST 


uC-zmflb73155d04b2 


Method 


BLASTX 


NCBI GI 


—oo/i A ion 
gzz44 / yu 


BLAST score 


179 


E value 


7.0e-13 


Match length 


134 


% identity 


4 o 


NCBI Description 


(Z97336) kinesin homolog 


Seq. No. 


285194 


Contig ID 


162888 l.RlUll 


5 '-most EST 


pmx700087383.hl 


Seq. No. 


285195 


Contig ID 


162898 l.RlOll 


5 '-most EST 


uC-2mflb73155e05al 


Seq. No. 


285196 


Contig ID 


162941 l.RlOll 


5 '-most EST 


gct701167346.hl 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


65 


E value 


5.0e-28 


Match length 


ZUl 


% identity 


84 


NCBI Description 


Zea mays cosmid IV.lEl 22 




(sz22-21) gene, complete 




protein, polyprotein, and 




cds; and unknown genes 


Seq. No. 


285197 


Contig ID 


162965 l.RlOll 


5 '-most EST 


xdb700338020.hl 



39752 




Seq. No. 


285198 


Contig ID 


ibzyyu i.Kiuil 


5 '-most EST 


uC-zmflb73157b09b2 


Seq. No. 


285199 


Contig ID 


163050 l.RlOll 


5 '-most EST 


uC-zmflb73157f08b2 


Seq. No. 


285200 


Contig ID 


163062 l.RlOll 


5 '-most EST 


uC-zmflb73157g06al 


Method 


BLASTN 


NCBI GI 


g4 1 y / / 


BLAST score 


65 


E value 


4.0e-28 


Match length 


97 


% identity 


yz 


NCBI Description 


Zea mays beta-amylase (Amy2) gene, complete cds 


Seq. No. 


285201 


Contig ID 


16iubo l.RlUll 


5 '-most EST 


uC-zmflb73157g09b2 


Seq. No. 


285202 


Contig ID 


163074 l.RlUll 


5 '-most EST 


uC-zmflb73157h02al 


Seq. No. 


285203 


Contig ID 


163076 l.RlOll 


5 '-most EST 


uC-zmflb73157h02b2 


Seq. No. 


285204 


Contig ID 


163099 2.R1011 


5 '-most EST 


fdz701166845.hl 


Method 


BLASTX 


NCBI GI 


g4zzu4 yi 


BLAST score 


227 


E value 


4.0e-23 


Match length 


148 


% identity 


41 


NCBI Description 


(AC006069) hypothetical protein [Arabidopsis thaliana 


Seq. No, 


285205 


Contig ID 


163103 l.RlOll 


5 '-most EST 


uC- zmf lb7 3 1 5 8 a 0 9b2 


Seq. No. 


285206 


Contig ID 


163112 l.RlOll 


5 '-most EST 


pmx700085347.hl 


Method 


BLASTX 


NCBI GI 


g4510377 


BLAST score 


726 


E value 


5.0e-77 


Match length 


182 


% identity 


74 


NCBI Description 


(AC007017) putative RNA helicase A [Arabidopsis thali 



39753 



Seq. No. 


285207 


uontiig lu 




5 '-most EST 


cyk700050352.fl 


Seq. No, 


285208 


Contig ID 


163159 l.RlOll 


5 '-most EST 


uC-zmflb73158e05b2 


Seq. No. 


285209 


Contig ID 


163204 l.RlOll 


5 '-most EST 


uC-zmflb73158fl2b2 


Method 


BLASTX 


Mr" TUT CT 




BLAST score 


180 


E value 


3.0e-13 


Match length 


137 


% identity 




NCBI Description 


(AC004482) hypothet 


Seq. No. 


285210 


Contig ID 


163206 l.RlOll 


5 '-most EST 


gwl700617808.hl 


Seq. No. 


285211 


Contig ID 


163218 l.RlOll 


5 '-most EST 


uC-zmflb73158g09al 


Method 


BLASTN 


NCBI GI 


g^i by o yz 4 


BLAST score 


83 


E value 


l.Oe-38 


Match length 


171 


% identity 


Q n 
o / 


NCBI Description 


Hordeum vulgare mRN 


Seq. No. 


285212 


Contig ID 


10JZ40 l.KlUll 


5 '-most EST 


uC-zmflb73159a01b2 


Seq. No. 


285213 


Contig lu 


IDJZOU l.KlUll 


5 '-most EST 


uC-zmfTb73159al2a2 


Seq. No. 


285214 


Contig ID 


163268 l.RlOll 


5 '-most EST 


uC-zmflb73159b06a2 


Seq. No. 


285215 


Contig ID 


163291 l.RlOll 


5 '-most EST 


pmx700090504.hl 


Method 


BLASTX 


NCBI GI 


g3776581 


BLAST score 


162 


E value 


4,0e-ll 


Match length 


44 


% identity 


66 


NCBI Description 


(AC005388) Similar 



homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 



39754 



Seq. No. 
Contig ID 
5 '-most EST 



285216 

163299_1.R1011 
uC-zmflb73159d04a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285217 

163325_1.R1011 

hbs701185554.hl 

BLASTX 

g39B3663 

514 

2,0e-52 

117 

90 

{AB011270) importin-betal [Oryza sativa] 
285218 

163329_1.R1011 

uC-zmflb73159f04b2 

BLASTX 

g4510377 

423 

8.0e-61 

252 
46 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
285219 

163379_1.R1011 
uC-zmflb73160e08b2 



Seq. No. 

Contig ID 
5 '-most EST 



285220 

163386_1.R1011 
uC-2mflmol734 6a08al 



Seq. No. 

Contig ID 
5 '-most EST 



285221 

163417_1.R1011 
uC-zmflmol7 421f08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



285222 

163429_1.R1011 

uC-zmflb73204e05al 

BLASTX 

g3983663 

609 

3.0e-63 

142 

85 

(AB011270) importin-betal [Oryza sativa] 
285223 

163429_2.R1011 

uC-zmflb73160d03al 

BLASTN 

g3983662 

39 

2.0e-12 



39755 



Match length 

% identity 

NCBI Description 



180 
82 

Oryza sativa mRNA for import in-betal, complete cds 



Seq. No. 


285224 


Contig ID 




5 '-most EST 


uC-zmflb73160e09b2 


Method 


BLASTX 


NCBI GI 


g2147484 


BLAST score 


185 


E value 


2.0e-13 


Match length 


41 


% identity 


95 


NCBI Description 


homeotic protein - Phalaenopsis sp >gi_1173622 (U34743) 


homeobox protein [Phalaenopsis sp. 'hybrid SM9108'] 


beq. INO. 


9 Q 9 9 
Z 0 0 Z Z 3 


Contig ID 


163468 l.RlOll 


5 '-most EST 


uC-zmflb73160f05al 


Method 


BLASTX 


NCBI GI 


g44ooooo 


BLAST score 


179 


E value 


5.0e-13 


Match length 


55 


% identity 


67 


NCBI Description 


(AL035525) putative protein [Arabidopsis thaliana] 


Seq. No. 


285226 


Contig ID 


163530 l.RlOll 


5 '-most EST 


tzu700206653.hl 


Seq. No. 


O O C O O T 

ZO OZZ / 


Contig ID 


163544 l.RlOll 


5 '-most EST 


uwc700155615.hl 


Method 


BLASTX 


NCBI GI 


g2316016 


BLAST score 


688 


E value 


2.0e-72 


Match length 


206 


% identity 


65 


NCBI Description 


(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 


Seq. No. 


285228 


Contig ID 


163554 l.RlOll 


5 '-most EST 


uC-zmflb73161c03b2 


Method 


BLASTX 


NCBI GI 


g3128195 


BLAST score 


205 


E value 


4 .Oe-16 


Match length 


45 


% identity 


87 


NCBI Description 


(AC004521) putative phosphoribosyl pyrophosphate synthet 




[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 




phosphoribosyl pyrophosphate synthetase [Arabidopsis 




thaliana] 


Seq. No. 


285229 



39756 



Contig ID 163558__1 . RlOll 

5 '-most EST uC-zmf Ib73161c06al 

Method BLASTX 

NCBI GI g3236240 

BLAST score 230 

E value 5.0e-19 

Match length 67 

% identity 67 

NCBI Description (AC004 684) unknown protein [Arabidopsis thaliana] 



Seq. No. 


285230 


Contig ID 


163565 1. RlOll 


5 '-most EST 


tzu700203766.hl 


Seq. No. 


285231 


Contig ID 


163581 1. RlOll 


5 '-most EST 


uC-zmflb73161dl2al 


Seq. No. 


285232 


Contig ID 


163608 1. RlOll 


5 '-most EST 


uC-zmflb73161f02b2 


Seq, No. 


285233 


Contig ID 


163637 1. RlOll 


5 '-most EST 


pwf700321647.hl 


Seq. No. 


285234 


Contig ID 


163653 1. RlOll 


5 '-most EST 


uC-zmflb73161h08b2 


Seq. No. 


285235 


Contig ID 


163713 1. RlOll 


5 '-most EST 


pmx700090241.hl 


Method 


BLASTX 


NCBI GI 


g3176874 


BLAST score 


420 


E value 


5,0e-45 


Match length 


142 


% identity 


72 



NCBI Description (AF065639) cucumisin-like serine protease [Arabidopsis 
thaliana] 

285236 

163734_1. RlOll 
ymt700218812.hl 

285237 

163795_1. RlOll 
uC-zmflb73188d02al 

285238 

163808_1. RlOll 
uC- zmf lb7 3 30 3d0 9a2 

285239 

163809_1. RlOll 
uC-zmflb7 3163e02al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



39757 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g3152596 

168 

l.Oe-11 

73 
53 

(AC002986) 



YUP8H12R.36 [Arabidopsis thaliana] 



285240 

163826_1.R1011 
uC-zmflb73227f07al 

285241 

163847_1,R1011 
uC-zmflb73163g06b2 



Seq. No. 

Contig ID 
5 '-most EST 



285242 

163857_1.R1011 
clt700045002.fl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285243 

163890_1.R1011 
uC-zmflb73262c02a2 

285244 

163945_1.R1011 
uC-zmflmol7272gllal 



Seq. No. 
Contig ID 
5 '-most EST 



285245 

163954_1.R1011 
uC-zmflmol7 04 6fl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285246 

163966_1.R1011 
uC-zmflb73164hllal 



Seq. No. 

Contig ID 
5 '-most EST 



285247 

164014_1.R1011 
uC-zmflb73165c01al 



Seq. No. 

Contig ID 
5 '-most EST 



285248 

164017_1.R1011 
uC-zmflb73165c02b2 



Seq. No. 
Contig ID 
5 '-most EST 



285249 

164018_1,R1011 
uC-zmflb73165c03al 



Seq. No. 
Contig ID 
5 '-most EST 



285250 

164023_1.R1011 
uC-zmflb73165d01b2 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



285251 

164047_1.R1011 
vux700159430.hl 
BLASTX 
gl209756 



39758 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



262 

7.0e-23 

129 
44 

(U43629) integral membrane protein [Beta vulgaris] 
285252 

164090_1.R1011 
uC-zmflb73166al0b2 



Seq. No. 
Contig ID 
5 '-most EST 



285253 

164098_1.R1011 
uC-zmflb73166bllal 



Seq. No. 
Contig ID 
5 '-most EST 



285254 

164107_1.R1011 
uC-zmflb73166bl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285255 

164108_1.R1011 

uC-zmflb73166bl0b2 

BLASTX 

gl710663 

211 

7.0e-17 

125 

43 

PUTATIVE DNA-DIRECTED RNA POLYMERASE III 130 KD POLYPEPTIDE 
(RNA POLYMERASE III SUBUNIT 2) >gi_1204209_emb_CAA93558_ 
(Z69727) putative DNA-directed RNA polymerase III 130 kd 
subunit [Schizosaccharomyces pombe] 

285256 

164116_1.R1011 
xjt700094439.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285257 

164152_1.R1011 
uC-zmflb73166e02b2 

285258 

164157_1.R1011 

wty700164613.hl 

BLASTN 

g4185305 

150 

6.0e-79 

258 
91 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

285259 

164167_1.R1011 
uC-zmflb73166ellb2 



39759 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285260 

164175_1.R1011 

uC-zmflb73166f03al 

BLASTX 

gl25580 

191 

2.0e-14 

40 

93 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_100839_pir 315743 phosphoribulokinase (EC 

2.7.1.19) - wheat 





Seq. No. 


285261 




Contig ID 


164184 l.RlOll 




5 '-most EST 


uC-zmflb73305b09al 




Seq. No. 


285262 




Contig ID 


164185 l.RlOll 




5 '-most EST 


uC-zmflb73166f09al 




Seq. No. 


285263 




Contig ID 


164186_1.R1011 




5 '-most EST 


uL— zmximoi / Z4i / guoa. 




Seq. No. 


285264 




Contig ID 


164191 l.RlOll 




5 '-most EST 


uC-zmflb73378e06a2 




Seq. No. 


285265 




Contig ID 


164229 l.RlOll 




5 '-most EST 


uwc700154864.hl 




Seq. No. 


285266 




Contig ID 


164234 l.RlOll 




5 '-most EST 


xsy700211045.hl 




Method 


BLASTX 




NCBI GI 


gl546694 




BLAST score 


575 




E value 


3.0e-59 




Match length 


174 




% identity 


64 




NCBI Description 


{X98806) peroxidas 




Seq. No. 


285267 




Contig ID 


164245 l.RlOll 




5 '-most EST 


uC-zmflmol7 4 03hl0a 




Method 


BLASTN 




NCBI GI 


g22378 




BLAST score 


36 




E value 


9.0e-ll 




Match length 


48 



% identity 

NCBI Description 



94 



Z.mays gene for nucleic acid binding protein 



Seq. No. 



285268 



39760 



Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



164261_1.R1011 
uC-zmflb73167b08b2 

285269 

164285_1.R1011 
uC-zmflb73167cllal 

285270 

164293_1.R1011 
uC-zmflb73167d03b2 

285271 

164326_1.R1011 

uC-zmflb73167f03al 

BLASTX 

g4490702 

252 

2.0e-21 

96 

46 

(AL035680) hypothetical protein [Arabidopsis thaliana] 
285272 

164330_1. R10.il 
uC-zmflb73167f06al 

285273 

164346_1.R1011 
uC-zmflb7 3167g0 6al 

285274 

164361_1.R1011 
uC-zmflb73167h08al 

285275 

164362_1.R1011 

uC-zmflb73167h08b2 

BLASTX 

g3402697 

447 

4.0e-59 

166 

68 

(AC004261) putative phosphatidylinositol-4 -phosphate 
5-kinase [Arabidopsis thaliana] 

285276 

164400_1.R1011 
uC-zmflb73397el0al 

285277 

164419_1.R1011 
uC-zmflb73169al0al 

285278 

164452__1.R1011 
uC-zmflmol7 059c02al 



39761 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285279 

164459_1.R1011 
uC-zmflb73169cl2b2 

285280 

164475_1.R1011 
uC-zmflmol7247gl0al 

285281 

164506_1.R1011 
cyk700048891. fl 

285282 

164514_1.R1011 

uC-zmflb73169g01b2 

BLASTX 

gl351030 

424 

7.0e-42 

127 

64 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_289365 
{M35599) 60-kDa chaperonin-60 alpha-polypeptide precursor 
[Brassica napus] 

285283 

164517_1.R1011 
uC-zmflb73169g03al 

285284 

164557_1.R1011 

uC-zmflb73224d07al 

BLASTX 

g2739168 

203 

6.0e-16 

75 
49 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 

285285 

164598_1.R1011 

hvj700623609.hl 

BLASTX 

g3763932 

676 

3.0e-81 

195 
78 

(AC004450) putative protein kinase [Arabidopsis thaliana] 
285286 

164601_1.R1011 
wty700165633.hl 



39762 



Seq. No. 
Contig ID 
5 '-most EST 



285287 

164602_1.R1011 
uC-zmflmol7014h03al 



Seq. No. 


O O C O Q Q 


Contig ID 


164604 l.RlOll 


5 '-most EST 


uC-zmflb73170f01al 


Seq. No. 


O O C O O Q 


Contig ID 


164612 l.RlOll 


5 '-most EST 


uC-zmflb73170f09b2 


Seq. No. 


o Q c o Q n 
zo 3z yu 


Contig ID 


164620 l.RlOll 


5 '-most EST 


uC-zmflmol7040dl2al 


Seq. No. 


285291 


Contig ID 


164624 l.RlOll 


5 '-most EST 


uC-zmflb73185hl2al 


Seq. No. 


285292 


Contig ID 


164625 l.RlOll 


5 '-most EST 


wyr700236045.hl 


Seq. No. 


285293 


Contig ID 


164633 l.RlOll 


5 '-most EST 


zla700379844.hl 


Method 


BLAST N 


NCBI GI 


g516549 


BLAST score 


51 


E value 


8.0e-20 


Match length 


73 


% identity 


93 


NCBI Description 


Zea mays B73 cyclin 


Seq. No. 


285294 


Contig ID 


164635 l.RlOll 


5 '-most EST 


uC-zmflb73170h05al 


Seq. No. 


285295 


Contig ID 


164638 l.RlOll 


5 '-most EST 


uC-zmflb73170h06b2 


Method 


BLASTX 


NCBI GI 


g4586061 


BLAST score 


366 


E value 


8.0e-35 


Match length 


176 


% identity 


43 


NCBI Description 


(AC007020) putative 


Seq. No. 


285296 


Contig ID 


164656 l.RlOll 


5 '-most EST 


uC-zmflb73172allb2 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


68 



IlZm mRNA, partial cds 



BOPl protein [Arabidopsis thaliana] 



39763 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 
5^ -most EST 



8.0e-30 

205 
89 

2ea mays 22-kDa alpha zein gene cluster, complete sequence 
285297 

164658_1.R1011 
uC-zmflmol7304h09al 



Seq* No. 
Contig ID 
5 '-most EST 



285298 

164697_1.R1011 
uC-zmflb73172d03b2 



Seq. No. 
Contig ID 
5 '-most EST 



285299 

164700_1.R1011 
uC-zmflb73172dllb2 



Seq. No. 

Contig ID 
5 '-most EST 



285300 

164701_1.R1011 
uC-zmflmol7352f06al 



Seq. No. 
Contig ID 
5 '-most EST 



285301 

164710__1.R1011 
uC-zmflmol7025c05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285302 

164727_1.R1011 

yyf700348350.hl 

BLASTX 

g3096922 

331 

l.Oe-30 

99 
70 

(AL023094) putative protein [Arabidopsis thaliana] 
285303 

164731_1.R1011 

uC-zmflb73172g06b2 

BLASTX 

g2459436 

454 

3.0e-45 

104 

82 

(AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285304 

164745_1.R1011 
uC-zmflb73172h04al 



Seq. No. 

Contig ID 
5 '-most EST 



285305 

164746_1.R1011 
dyk700102932.hl 



Seq. No. 

Contig ID 



285306 

164783 l.RlOll 



39764 



5^ -most EST 



uC-zmflb73174d08al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285307 

164788_1.R1011 
uC-2mflmol7 039g05al 

285308 

164793_1.R1011 

uC-zmflb73174e09al 

BLASTX 

g2746086 

256 

5.0e-22 

59 

85 

(AF025292) putative high-affinity potassium transporte 
[Hordeum vulgare] 



285309 

164832_1.R1011 
yyf700347508,hl 

285310 

164871_1.R1011 

uC-zmflb73325al2al 

BLASTX 

gl519680 

150 

2.0e-09 

62 

40 

(U67953) contains similarity 
(PS: PS00518) [Caenorhabditis 

285311 

164881_1.R1011 
uC-zmflb73175h01a2 



to C3HC4-class zinc finge 
elegans] 



285312 

164918_1.R1011 

uC-zmflb73176d09b2 

BLASTX 

g2501572 

177 

6.0e-13 

112 

34 

LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 

285313 

164922_1,R1011 
uC-zmflb73176e03b2 

285314 

164923_1.R1011 
uC-zmflb73176e04b2 



39765 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4210504 

309 

2.0e-28 

103 
61 

(AC002392) putative cadmium-transporting ATPase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285315 

164924__1.R1011 
uC-zmflb73176e05b2 



Seq. No. 
Contig ID 
5 '-most EST 



285316 

164962_1.R1011 
uC-zmflb73283h02al 



Seq. No. 
Contig ID 
5 '-most EST 



285317 

164979__1.R1011 
uC-zmflb73177f01al 



Seq. No. 
Contig ID 
5 '-most EST 



285318 

164998_1.R1011 
uC-zmflb73178b01al 



Seq. No. 

Contig ID 
5 '-most EST 



285319 

165003_1.R1011 
uC-zmflb73178b07al 



Seq. No. 
Contig ID 
5 '-most EST 



285320 

165007_1.R1011 
uC-zmflb73360f07al 



Seq. No. 
Contig ID 
5 '-most EST 



285321 

165016_1.R1011 
uC-zmflb73178cl2al 



Seq. No. 

Contig ID 
5 '-most EST 



285322 

165018__1.R1011 
uC-zmflb73178d02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285323 

165023_1.R1011 

uC-zmflb73178d09al 

BLASTX 

g2244965 

144 

6.0e-09 

65 

48 

[Z97340) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



285324 

165029_1.R1011 

uC-zmflb73178e05al 

BLASTX 

g3122313 



39766 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



263 

9.0e-23 

68 

68 

LEC14B HOMOLOG >gi_2351587 
armeniaca] 

285325 

165055_1.R1011 
uC-zmflb73178h06al 



(U827 60) LEC14B homolog [Prunus 



285326 

165059_1.R1011 
uC-zmflb73178hl0al 

285327 

165070_1.R1011 

uC- zmf Imo 17314 d03al 

285328 

165074_1.R1011 
xdb700337878.hl 

285329 

165089_1.R1011 
uC-zmflb7317 9d03a2 

285330 

165126_1.R1011 
cat700019749.rl 

285331 

165135_1.R1011 
uC-zmflb73180a06al 

285332 

165137_1.R1011 
uC-zmflb73180a08al 

285333 

165138_1.R1011 
uC-zmflb7 3180a09al 

285334 

165149_1.R1011 
uC-zmflmol7152h06al 

285335 

165165_1.R1011 
uC-zmflb73180d09al 

285336 

165167_1.R1011 
uC-zmflmol7009e09al 

285337 

165183_1.R1011 

39767 



5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73180g01al 

BLASTX 

g4586245 

175 

9.0e-13 

62 

56 

(AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



285338 

165252_1.R1011 
uC-zmflb73213e02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285339 

165264_2.R1011 

pmx700085782.hl 

BLASTX 

g2980641 

305 

9.0e-28 

150 

47 

(Y11250) multi resistance protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



285340 

165278_1.R1011 
uC-zmflb73182c08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285341 

165280_1.R1011 

uC-zmflb73182cllal 

BLASTX 

g4567251 

217 

2.0e-17 

52 

67 

(AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285342 

165280_2,R1011 
bdu700382727.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285343 

165306_1.R1011 
uC-zmflb7 3182e08bl 



Seq. No. 

Contig ID 
5 '-most EST 



285344 

165325_1.R1011 
uC-zmflb73182fl2al 



Seq. No. 

Contig ID 
5 '-most EST 



285345 

165346_1.R1011 
uC-zmflb73298e04al 



Seq. No. 

Contig ID 



285346 

165376 l.RlOll 



39768 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



uC-zmflb73369cl0al 

BLASTN 

g416144 

368 

O.Oe+00 

372 

100 

Zea mays beta-4 tubulin 
285347 

165430_1.R1011 
uC-zmflmol7177b06al 

285348 

165432_1.R1011 
uC-zmflb73184c06al 

285349 

165462_1.R1011 
uC-zmflb73184flOal 

285350 

165484_1.R1011 
uC-zmflmol7052c05al 

285351 

165498__1.R1011 
uC-zmflmol7399e03al 

285352 

165512_1.R1011 
uC-zmflb7 3185d02al 

285353 

165528_1.R1011 
vux700161843.hl 

285354 

165541_1.R1011 
uC-zmflb73185g01al 

285355 

165599_1.R1011 
uC-zmflb73186h03al 

285356 

165603_1.R1011 
uC-zmflmol72 92d07al 

285357 

165607_1.R1011 
uC-zmflb73187al0al 

285358 

165610_1.R1011 
rvt700550752.hl 




(tub4) mRNA, complete cds 



39769 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285359 

165610_2.R1011 
uC-zmflb73187b03al 

285360 

165628_1.R1011 
uC-zmflb73187d07al 

285361 

165636_1.R1011 

uC-zmflb73187e07al 

BLASTX 

g2651302 

182 

l.Oe-13 

56 
62 

{AC002336) hypothetical protein [Arabidopsis thaliana] 
285362 

165638_1.R1011 
uC-zmflb73187el2al 

285363 

165652_1.R1011 
uC-zmflb73298f02al 

285364 

165682_1.R1011 

uC-zmflb73188c09al 

BLASTX 

g3894190 

155 

3.0e-10 
55 

49 

(AC005662) putative RNA polymerase [Arabidopsis thaliana] 
285365 

165689_1.R1011 
uC-zmflb73299c09al 

285366 

165700_1.R1011 
uC-zmflb73188e06al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285367 

165722_1.R1011 
uC-zmflb73188gllal 

285368 

165746_1.R1011 
uC-zmflb73189c09al 



Seq. No. 
Contig ID 
5 '-most EST 



285369 

165758_1.R1011 
uC-zmflb73189e06al 



39770 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285370 

165764_1.R1011 

uC-zmflb73189f06al 

BLASTX 

g4432867 

150 

l.Oe-09 

70 
39 

(AC006300) putative dnaJ-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285371 

165771_1.R1011 

uC-zmflb73189g03al 

BLASTX 

g3193324 

197 

5.0e-15 

56 
66 

(AF069299) contains similarity to WD domains, G-beta 
repeats (Pfam: G-beta. hmm, score: 22.80 and 35.84) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285372 

165810_1.R1011 
uC-zmflb73190e03al 



Seq. No. 
Contig ID 
5 '-most EST 



285373 

165837_1.R1011 
uC-zmflb73309d01al 



Seq. No. 
Contig ID 
5 '-most EST 



285374 

165867_1.R1011 
uC-zmflmol7064dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285375 

165867^2. RlOll 
uC-zmflmol7064d09al 



Seq. No. 
Contig ID 
5 '-most EST 



285376 

165888_1.R1011 
uC-zmflmol7371g03al 



Seq. No, 

Contig ID 
5 '-most EST 



285377 

165894_1.R1011 
uC-zmflb73191h07al 



Seq. No. 
Contig ID 
5 '-most EST 



285378 

165906_1.R1011 
uC-zmflmol714 0a05al 



Seq. No. 
Contig ID 
5 '-most EST 



285379 

165925_1.R1011 
uC-zmflb73192c04al 



39771 



Seq. No. 

Contig ID 
5 '-most EST 



285380 

165930_1.R1011 
uC-zmflb73192c09al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285381 

165945_1.R1011 
uC-zmflb73333b08al 

285382 

165948_1.R1011 
uC-zmflb73192e07al 



Seq. No. 
Contig ID 
5 '-most EST 



285383 

165977_1.R1011 
uC-zmflb73193a02al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285384 

165997_1.R1011 
uC-zmflb73193c03al 

285385 

166007_1.R1011 
ymt700222435.hl 

285386 

166010_1.R1011 
uC-zmflb73193d06al 



Seq. No. 
Contig ID 
5 '-most EST 



285387 

166025_1.R1011 
uC-zmflmol7291d05al 



Seq, No. 
Contig ID 
5 '-most EST 



285388 

166063_1.R1011 
uC-zmflb73196b05a2 



Seq. No. 
Contig ID 
5 '-most EST 



285389 

166070_1.R1011 
uC-zmrob73051c04al 



Seq. No. 
Contig ID 
5 '-most EST 



285390 

166086_1.R1011 
uC-zmflb73243hllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285391 

166095_1.R1011 

uC-zmromol7031hl0al 

BLASTX 

g984756 

259 

3.0e-22 

90 

59 

(Z54153) chilling-inducible protein [Oryza sativa] 



Seq. No. 



285392 



39772 



Contig ID 
5 '-most EST 



166101__1.R1011 
uC-zinflb73196f05a2 



Seq. No. 285393 

Contig ID 166112_1.R1011 

5 '-most EST uC-zmf Ib73196h02a2 

Seq. No. 285394 

Contig ID 166124_1 . RlOll 

5 '-most EST uC-zmf lmol7222f 06al 

Seq. No. 285395 

Contig ID 166141_1 . RlOll 

5 '-most EST uC-zmf Ib73197d08al 

Seq. No. 285396 

Contig ID 166143^1. RlOll 

5 '-most EST uC-zmf Ib73197e03al 

Method BLASTX 

NCBI GI g4587987 

BLAST score 147 

E value 4.0e-09 

Match length 55 

% identity 47 . . . • 

NCBI Description (AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 

thaliana] 

Seq. No. 285397 

Contig ID 166147_1 . RlOll 

5 • -most EST uC-zmromol7 lOOhllal 

Method BLASTX 

NCBI GI g4490304 

BLAST score 220 

E value l,0e-17 

Match length 51 

% identity 75 . ^ ^ - , 

NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 

Seq. No. 285398 

Contig ID 166159_1 . RlOll 

5 '-most EST uC-zmf Ib73325c08al 

Seq. No, 285399 

Contig ID 166161_1 . RlOll 

5 '-most EST uC-zmf Ib73197h07al 

Seq. No. 285400 

Contig ID 166232_1 . RlOll 

5 '-most EST uC-zmflb73203b02al 

Method BLASTX 

NCBI GI g2244749 

BLAST score 724 

E value 8.0e-77 

Match length 172 

% identity 7 9 . . ^v. - i 

NCBI Description (Z97335) hydroxymethyltransf erase [Arabidopsis thalianaj 



39773 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285401 

166258_1.R1011 
uC-zmflb73203e06al 

285402 

166280_1.R1011 

uC-zmflb73203h01al 

BLASTX 

g3763934 

326 

5.0e-30 

125 
51 

(AC004450) hypothetical protein [Arabidopsis thaliana] 
285403 

166305_1.R1011 

uC-zmflb73204c02al 

BLASTX 

gl722B39 

166 

2.0e-ll 

72 
43 

WEEl-LIKE PROTEIN KINASE >gi_1041819 (U17223) Weel kinase 
[Drosophila melanogaster] 

285404 

166309_1.R1011 
uC-zmflb73204c06al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285405 

166320_1.R1011 
uC-zmflb7 3238dl0al 

285406 

166328_1.R1011 

uC-zmflb73204e03al 

BLASTX 

g3298441 

410 

4.0e-40 

127 
59 

(AB010879) chloroplast ribosomal protein LIO [Nicotiana 
tabacum] 

285407 

166332_1.R1011 
gct701176635.hl 

285408 

166333_1.R1011 
uC-zmflb73204ellal 



Seq. No. 

Contig ID 



285409 

166341 l.RlOll 



39774 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73204fllal 
285410 

166350_1.R1011 
uC-zmflb73204h02al 

285411 

166370_1.R1011 
uC-zmflb73205b03b2 

285412 

166396_1.R1011 
uC-zmflb73205f05b2 

285413 

166411_1.R1011 
uC-zmflb73205h04b2 

285414 

166427_1.R1011 

uC-zmflb73206b02a2 

BLASTX 

g2947063 

150 

l.Oe-09 
113 
39 

(AC002521) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



285415 

166431_1.R1011 
uC-zmflb73206b06a2 

285416 

166484_1,R1011 

uC-zmflb73207fllal 

BLASTX 

g3860763 

189 

5.0e-22 

101 

58 

(AJ235270) ADRENODOXIN PRECURSOR 
prowazekii] 

285417 

166502_1.R1011 
tfd700573369.hl 

285418 

166517_1.R1011 
uC-zmflb73208b06al 

BLASTN 
g22183 
219 

l.Oe-120 



(adxl) [Rickettsia 



39775 



Match length 


235 


% identity 


98 


NTBI DpscriDtion 


M^T^ 7P TnRNA for be1"a 2 tubulin 


Seq. No. 


285419 


Contig ID 


166530 l.RlOll 


S * -moc^t EST 


uC-zmf Ib73208c08a2 


Seq* No, 


285420 


Contig ID 


166560 l.RlOll 




nr-7Tnf 1 b7 32Q8eOTa1 


Sea No 


285421 


pnnt i a TD 
i i L. J- y 


1 T R101 1 

xwvj^vjj, X. r\. J. X X 




ur-7mfTb7 3208e02al 


O C L{ * LM * 


9R S4 
z. o ^ y z. z, 


Pnn-h in TV) 


1 f^fiSRQ 1 Rl 01 1 

J. \J\j ^ O Zf i«I\X\JXJ. 




nr-'7TnfTh7^?0fianft3 1 




BLASTX 


NCBI GI 


gl362162 


BLAST score 


724 


JCj V CL -L 


8 . Oe-77 




1 7 R 


% identity 


12 


NCBI Description 


beta-glucosidase BGQ60 precur: 








^ O J ^ ^ o 


Prirr}- -i n TD 
J. Ij' 


xuLU_/x x»r\xvjxx 




i.iiix_LJ>j / J ^ w o y w -?a.<i. 




ii. O J y ^ T 


font in TD 


166593 1 RlOll 


5 '-most EST 


uC-zinfTb73208glla2 


Method 


BLASTX 


NCBI GI 


gll70621 


BLAST score 


210 


E value 


l.Oe-16 


Match length 


51 


% identity 


75 



NCBI Description 



KINESIN-LIKE PROTEIN C >gi_1084 342_pir S48020 

kinesin-related protein katC - Arabidopsis thaliana 
>gi_1438844_dbj_BAA04674__ (D21138) heavy chain polypeptide 
of kinesin-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285425 

166594_1. RlOll 
uC-zmromol7102c09al 



Seq. No. 
Contig ID 
5 '-most EST 



285426 

166606_1. RlOll 
uC-2mflb73250dlla2 



Seq. No. 
Contig ID 
5 '-most EST 



285427 

166608_1. RlOll 
uC-zmflb73210b04al 



39776 



(I 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4586021 

791 

l.Oe-84 

170 
88 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285428 

166625_1.R1011 

wyr700240018.hl 

BLASTX 

g3386604 

196 

6.0e-15 

71 

58 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
285429 

166672_1.R1011 
uC-zmflb73210hl2al 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285430 

166677_1.R1011 
uC-zmflmol7215h05al 

285431 

166682_1.R1011 
uC-zmflb73211b01a2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



285432 

166690_1.R1011 
uC-zmflb73211bl2a2 

285433 

166698_1.R1011 

uC-zmflb73211clla2 

BLASTX 

g2739379 

168 

8.0e-12 

48 
65 

(AC002505) hypothetical protein [Arabidopsxs thaliana] 
285434 

166703__1.R1011 
uC-zmflb73211d08a2 

285435 

166729_1.R1011 
uC-zmflb73211g05a2 

285436 

166740 l.RlOll 



39777 



5 '-most EST 



uwn700281794.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 



285437 

166748_1,R1011 
uC-2mflb73212a09al 

285438 

166769_1.R1011 
uC-2mflb73212d04al 



Seq. No, 

Contig ID 
5 '-most EST 



285439 

166770_1.R1011 
uC-2mflb73212ci06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285440 

166774_1.R1011 

uC-zmflb73212dl2al 

BLASTX 

g4585999 

198 

2.0e-15 

71 

55 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
285441 

166784_1.R1011 
uC-2mflb73212f05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



285442 

166791_1.R1011 

uC-2mflb73212gllal 

BLASTN 

gl617473 

411 

O.Oe+00 
451 

98 ' 

Z.mays mRNA for Rbl protein 
285443 

166817_1.R1011 

uC-2mflb73213b04bl 

BLASTX 

g3668092 

474 

l,0e-47 

117 

79 

{AC004 667) unknown protein [Arabidopsis thaliana] 
285444 

166826^1. RlOll 

uC-2mflb73213bl0al 

BLASTX 

g2623783 

586 



39778 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



l.Oe-60 
131 

83 

(AF030166) glucanase [Oryza sativa] 
285445 

166831_1.R1011 
xmt700264904.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285446 

166838_1.R1011 
uC-2mflb73299h05al 



Seq. No. 
Contig ID 
5 '-most EST 



285447 

166843_1.R1011 
uC-zmflb73213cllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285448 

166870_1.R1011 

nbm700466810.hl 

BLASTX 

g2129553 

353 

4 .Oe-34 

73 
90 

calcium-dependent protein kinase 6 
285449 

166888__1.R1011 
gct701167593.hl 

285450 

166899_1,R1011 
uC-2mflb73215d05a2 



Arabidopsis thaliana 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285451 

166916_1.R1011 
uC-zmflb73213g08al 

285452 

166930_1.R1011 
uC-zmflb73213h05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



285453 

166932_1.R1011 

uC-zmflb73213h09al 

BLASTX 

g4585925 

227 

l.Oe-18 

71 

65 

(AC007211) unknown protein [Arabidopsis thaliana] 
285454 

166994 l.RlOll 



39779 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBl Description 



uC-zmflb73215bl2a2 

BLASTX 

g3341697 

176 

l.Oe-12 

73 
49 

{AC003672) hypothetical protein [Arabidopsis thaliana] 



Seq. No* 
Contig ID 
5 '-most EST 



285455 

166998_1.R1011 
uC-2mflmol7157e01al 



Seq* No, 
Contig ID 
5 '-most EST 



285456 

167036_1.R1011 
uC-2mflb73308h09al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285457 

167040__1.R1011 

uC-zmflb73215gl0a2 

BLASTX 

g4371293 

150 

l.Oe-09 

78 
49 

[AC006260) hypothetical protein [Arabidopsis thaliana] 
285458 

167071_1.R1011 
nbm700477989.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285459 

167090_1,R1011 

uC-2mflb73216dllb2 

BLASTX 

g4102600 

939 

l.Oe-102 

193 

90 

(AF0134 67) ARF6 [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285460 

167106__1.R1011 

uC-2mflb73230d04b2 

BLASTX 

gl871192 

273 

5.0e-24 

160 
42 

{U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 



285461 

167137 l.RlOll 



39780 



5 '-most EST 



uC-zmflb73217al0b2 



Seq. No. 285462 

Contig ID 167145_1 . RlOll 

5^ -most EST uC-zmf Ib73217b08b2 

Seq. No. 285463 

Contig ID 167218_1 . RlOll 

5 '-most EST dyk700102787 . hi 

Seq. No. 285464 

Contig ID 167225_1 . RlOll 

5 '-most EST uC-zmf Ib73218bllb2 

Method BLASTX 

NCBI GI g4239692 

BLAST score 735 

E value 4.0e-78 

Match length 170 

% identity 74 , ■ , 

NCBI Description (AJ132745) hypothetical protein [Arabidopsis thalianaj 

Seq. No. 285465 

Contig ID 167320__1 . RlOll 

5'-most EST ymt700218845 . hi 

Method BLASTX 

NCBI GI g4406780 

BLAST score 211 

E value l.Oe-16 

Match length 41 

% identity 85 

NCBI Description (AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

Seq. No. 285466 

Contig ID 167348_1 . RlOll 

5 '-most EST uC-zmf Ib73220c07b2 

Method BLASTX 

NCBI GI gl561575 

BLAST score 156 

E value 2.0e-10 

Match length 50 

% identity 62 

NCBI Description (Y08273) cyclophiiin [Digitalis lanata] 

Seq. No. 285467 

Contig ID 167357_1 . RlOll 

5 '-most EST uC-zmf Ib73220dl0b2 

Method BLASTX 

NCBI GI g4323296 

BLAST score 370 

E value 2.0e-35 

Match length 136 

% identity 58 

NCBI Description (AF099095) pulvinus inward-rectifying channel for potassium 
SPICKl [Samanea saman] 

Seq. No. 285468 



39781 



Contig ID 


167370 l.RlOll 


5 '-most EST 


uC-zmflb73220f05b2 


Method 


BLASTX 




g4 jou / 


BLAST score 


236 


E value 


2.0e-19 


Match length 


151 


% identity 


6 b 


NCBI Description 


(AC006284) unknown protein [Arabidopsis thaliana] 


Seq. No. 


285469 


Contig ID 


167391 l.RlOll 


5 '-most EST 


dhd700198033.hl 


Seq, No. 


285470 


Contig ID 


167404 l.RlOll 


5 '-most EST 


uC-zmflb73221b09a2 


Method 


BLASTX 


NCBI GI 


g3426048 


bLAb I score 


0 £^ 

Z DO 


E value 


4.0e-23 


Match length 


66 


% identity 


79 


NCBI Description 


(AC005168) putative hydroxymethylglutaryl-CoA lyase 




precursor [Arabidopsis thaliana] 


Seq. No. 


285471 


Contig ID 


167414 l.RlOll 


5 '-most EST 


uC-zmflb73221d04a2 


Method 


BLASTX 


NCBI GI 


gz oooU yo 


BLAST score 


169 


E value 


9. Oe-13 


Match length 


81 


% identity 


54 


NCBI Description 


(AF023472) peptide transporter [Hordeum vulgare] 


Seq. No. 


285472 


Contig ID 


167496 l.RlOll 


5 '-most EST 


uC-zmflmol72 63b04a2 


Seq. No. 


285473 


Contig ID 


167523 l.RlOll 


5 '-most EST 


fdz701158755.hl 


Method 


BLASTX 




gjuo u jsy D 


BLAST score 


382 


E value 


l.Oe-36 


Match length 


99 


% identity 


70 


NCBI Description 


(AL022603) putative protein [Arabidopsis thaliana] 


Seq. No. 


285474 


Contig ID 


167549 l.RlOll 


5 '-most EST 


gct701168815.hl 


Method 


BLASTX 


NCBI GI 


gl001939 



39782 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



436 

3.0e-43 

176 

48 

(U13152) guanine nucleotide-binding protein beta 5 
[Mesocricetus auratus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285475 

167551_1.R1011 

uC-zmflb73223dllb2 

BLASTX 

g3047114 

457 

3.0e-45 

112 

69 

(AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



285476 

167562_1.R1011 
uC-zmflb73223ellb2 



Seq. No. 

Contig ID 
5 '-most EST 



285477 

167607_1.R1011 
uC-zmflmol7172g07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285478 

167609_1,R1011 

uC-zmflb73224b05bl 

BLASTX 

g2500624 

1440 

l.Oe-160 

290 
98 

DNA-DIRECTED RNA POLYMERASE DELTA CHAIN 

>gi_1652442_dbj_BAA17364_ {D90905) RNA polymerase beta 
prime subunit [Synechocystis sp,] 



Seq. No. 

Contig ID 
5 '-most EST 



285479 

167610_1.R1011 
uC-zmflb73224b07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285480 

167614_1.R1011 

uC-zmflb73224c01bl 

BLASTX 

gl001574 

626 

5. Oe-65 

126 

94 

(D64000) hypothetical protein [Synechocystis sp. 
285481 

167620_1.R1011 
uC-zmflb73224c07bl 



39783 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl652844 

642 

0,0e+00 

674 

99 

Synechocystis sp. PCC6803 complete genome, 11/27, 
1311235-1430418 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285482 

167624_1.R1011 
uC-zmflb73245g01al 

285483 

167633_1.R1011 

uC-zmflb73224el0bl 

BLASTN 

gl001200 

514 

O.Oe+00 

526 

99 

Synechocystis sp. PCC6803 complete genome, 22/27, 
2755703-2868766 



Seq. No, 
Contig ID 
5 '-most EST 



285484 

167640_1.R1011 
uC-zmflmol7 228gl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285485 

167667__1.R1011 

kem700610993.hl 

BLASTN 

g342633 

161 

3.0e-85 

190 
95 

Maize mitochondrial ATP-alpha gene encoding Fl-ATPase alpha 
subunit, complete cds 



Seq. No. 

Contig ID 
5 '-most EST 



285486 

167690_1.R1011 
uC-zmflb73225f09al 



Seq. No. 
Contig ID 
5 '-most EST 



285487 

167712^1. RlOll 
uC-zmflb73305dl0al 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



285488 

167722_1.R1011 

uC-zmflb73226cl0al 

BLASTX 

g4510348 

319 

2.0e-29 
116 



39784 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



52 

(AC006921) unknown protein [Arabidopsis thaliana] 
285489 

167749_1.R1011 
uC-zmflb73227a02al 



Seq. No. 
Contig ID 
5 '-most EST 



285490 

167758_1.R1011 
uC-zmflb73227b01al 



Seq. No. 

Contig ID 
5 '-most EST 



285491 

167758__2.R1011 
hvj700619506.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285492 

167802__1.R1011 
uC-zmflb73227fl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285493 

167815_1.R1011 

uC-zmflb73227h05al 

BLASTX 

g4522009 

691 

l.Oe-72 

273 
47 

(AC007069) unknown protein [Arabidopsis thaliana] 
285494 

167817_1.R1011 
uC-zmflb73227h08al 



Seq. No. 

Contig ID 
5 '-most EST 



285495 

167842_1,R1011 
uC-zmflb73228c04al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



285496 

167846_1.R1011 
wyr700242305.hl 

285497 

167848_1.R1011 

uC-zmflb73228cl2al 

BLASTN 

g3821780 

36 

8.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
285498 

167856_1.R1011 

nbm700472380.hl 

BLASTX 



39785 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5^ -most EST 



g4432848 
266 

5.0e-23 

74 
72 

(AC006300) 



hypothetical protein [Arabidopsis thaliana] 



285499 

167867_1.R1011 
uC-zmflmol70 60f02al 



Seq. No. 
Contig ID 
5 '-most EST 



285500 

167881_1.R1011 
uC-zmromol7017c07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285501 

167892_1.R1011 

xyt700346081.hl 

BLASTX 

g3786000 

327 

4.0e-30 

180 

46 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
285502 

167962_1.R1011 
uC-zmflb73230d07b2 



Seq. No. 

Contig ID 
5 '-most EST 



285503 

167962_2.R1011 
xmt700258580.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285504 

167975_1.R1011 
uC-zmflb73230ellb2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285505 

167978_1.R1011 

uC-zmflb73230f02b2 

BLASTX 

g4508068 

148 

2.0e-09 

43 

70 

(AC005882) 3063 [Arabidopsis thaliana] 
285506 

168015_1.R1011 
uC-zmflmol7 371d02al 



Seq, No. 
Contig ID 
5 '-most EST 



285507 

168025_1.R1011 
uC-zmflmol7 408a04al 



39786 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285508 

168042_1.R1011 
uC-zmflb73234a03b2 

285509 

168049_1.R1011 

uC-zmflb73244a08b2 

BLASTX 

g2129635 

308 

4.0e-28 

146 

46 

light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_132168 6_emb_CAA6637 6_ {X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 

285510 

168067_1.R1011 

nbm700476129.hl 

BLASTN 

g2735839 

281 

l.Oe-157 

452 

91 

Sorghum bicolor ADP-glucose pyrophosphorylase subunit SH2, 
transcriptional regulator, NADPH-dependent reductase Al-a 
and NADPH-dependent reductase Al-b genes, complete cds 

285511 

168137_1.R1011 
uC-zmflmol7 058dllal 



Seq. No. 
Contig ID 
5 '-most EST 



285512 

168172_1.R1011 
uC-zmflb73235f07b2 



Seq. No. 

Contig ID 
5 '-most EST 



285513 

168189_1.R1011 
xdb700338212.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



285514 

168208_1.R1011 

uC-zmflb73236b07al 

BLASTX 

g3201627 

173 

2.0e-12 

48 
56 

{AC004669) putative SWHl protein [Arabidopsis thaliana] 
285515 

168208_2.R1011 

uC-zmflmol7171hl2al 

BLASTX 



39787 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3201627 
247 

5.0e-21 

64 

64 

(AC004669) putative SWHl protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



285516 

168214_1.R1011 
uC-zmflmol7359cl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285517 

168219_1.R1011 
uC-zmflb73236c09al 



Seq. No. 

Contig ID 
5 '-most EST 



285518 

168224_1.R1011 
uC-zmflmol7213f01al 



Seq. No. 

Contig ID 
5 '-most EST 



285519 

168236_1.R1011 
uC-zmflb7 3236e07al 



Seq. No. 

Contig ID 
5 '-most EST 



285520 

168320_1.R1011 
ntr700074763.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285521 

168331_1.R1011 
uC-zmflb73238a01al 



Seq. No. 

Contig ID 
5 '-most EST 



285522 

168334_1.R1011 
uC-zmflb73238a03b2 



Seq. No. 

Contig ID 
5 '-most EST 



285523 

168343__1.R1011 
uC-zmflb73238a09b2 



Seq. No. 
Contig ID 
5 '-most EST 



285524 

168347_1.R1011 
uC-zmflb73238b01al 



Seq. No. 
Contig ID 
5 '-most EST 



285525 

168364_1.R1011 
uC-zmflb73238c01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285526 

168379_1.R1011 

zvd700460569.hl 

BLASTX 

g3776023 

233 

3.0e-19 

74 

62 

(AJ010473) RNA helicase [Arabidopsis thaliana] 



39788 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



285527 

168393__1.R1011 

uC-zmflmol7160c09al 

BLASTX 

gl209703 

279 

8.0e-25 

75 

60 

(U40489) maize gll homolog [Arabidopsis thaliana] 
285528 

168430_1.R1011 
uC-zmflb73238f08al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285529 

168445_1,R1011 

uC-zmflb7 3238g04al 

BLASTX 

g4567308 

184 

2.0e-13 

58 

52 

{AC005956) putative zinc finger protein [Arabidopsis 
thaliana] 

285530 

168447_1.R1011 
uC-zmflb73238g05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285531 

168461_1.R1011 

uC-zmflb73238h04al 

BLASTX 

g2435522 

232 

4.0e-19 

86 
51 

(AF024504} contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

285532 

168472_1.R1011 
uC-zmflb73402b09a2 



Seq. No. 

Contig ID 
5 '-most EST 



285533 

168508_1.R1011 
uC-zmflb73239bl2b2 



Seq. No. 
Contig ID 
5 ' -most EST 



285534 

168516_2.R1011 
uC-zmromol7 031c05al 



Seq. No. 



285535 



39789 



Contig ID 
5 '-most EST 



168598_1.R1011 
uC-zmflb73239h07b2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285536 

168601_1.R1011 
ymt700222155.hl 

285537 

168651__1.R1011 

uC-zmflb73297e01al 

BLASTN 

g4468795 

91 

l.Oe-43 

211 

93 

Zea mays mRNA for glutathione transferase GST6 
285538 

168665_1.R1011 
uC-2mflb73303c01a2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285539 

168666_1.R1011 
cyk700050281.fl 

285540 

168674__1.R1011 
uC-zmflb7 3280c07al 



Seq. No. 

Contig ID 
5 '-most EST 



285541 

168675_1.R1011 
uC-zmflmol7202b07al 



Seq. No. 
Contig ID 
5 '-most EST 



285542 

168678_1.R1011 
uC-zmflb73240h04a2 



Seq. No. 

Contig ID 
5 '-most EST 



285543 

168680_1.R1011 
uC-zmflmol7351dl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285544 

168716_1.R1011 

wyr700244080.hl 

BLASTX 

g2739168 

378 

3.0e-36 

126 

55 

{AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 

285545 

168720_1.R1011 
uC- zmf lb7 3 2 4 1 e 0 3b2 



39790 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285546 

168739_1.R1011 

uC-zmflb73349f06a2 

BLASTX 

g3068713 

146 

7.0e-13 

90 

56 

{AF049236) unknown [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



285547 

168769_1.R1011 
uC-zmflb73242a07al 



Seq. No. 
Contig ID 
5 '-most EST 



285548 

168803_1.R1011 
uC-zmflb73242bllbl 



Seq. No. 

Contig ID 
5 '-most EST 



285549 

168818_1.R1011 
uC-zmflb73242c08al 



Seq. No. 

Contig ID 
5 '-most EST 



285550 

168823_1.R1011 
qmh700030656.fl 



Seq, No. 

Contig ID 
5 '-most EST 



285551 

168824_1.R1011 
tzu700206667.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285552 

168829_1.R1011 
qmh700028885.fl 



Seq. No. 
Contig ID 
5 '-most EST 



285553 

168867_1.R1011 
uC-zmflb73242e08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285554 

168886_1.R1011 

uC-zmflb73242f03b2 

BLASTX 

g2760830 

264 

4.0e-23 

74 

66 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



285555 

168911_1.R1011 

uC-2mflb73242g02b2 

BLASTX 

gl888357 



39791 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



623 

5.0e-65 

161 

73 

(X98130) alpha-mannosidase [Arabidopsis thalxana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

285556 

168916_1.R1011 
uC-zmflmol7183d09al 

285557 

168917_1.R1011 
uC-zmflb73242g04bl 

285558 

168942_2.R1011 

uC-zmflb73242h02b2 

BLASTX 

g3193330 

162 

5.0e-21 
100 

(AF069299) contains similarity to Medicago sativa corC 
(GB:L22305) [Arabidopsis thaliana] 

285559 

168942_3.R1011 
uC-zmflb73242h07al 

285560 

168957_1.R1011 
uC-zmflb73242h08bl 

285561 

168977_1.R1011 
uC-zmflb73243b05al 

285562 

169000_1.R1011 
tfd700573764.hl 

285563 

169016_1.R1011 
uC-zmflb73243f04al 

285564 

169043_1.R1011 
uC-zmflmol7 367bllal 

285565 

169055_1.R1011 
ypc700806313.hl 
BLASTX 
g3257262 



39792 



